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1/ 



[W^^ll 2,3.4,7, 8-^>i5^^nnv-?^-V77>(2. 3. 4. 7. 
8 -PeC D F) lI^'^^&tt=S:^1-^am*^:#^•^^c> 

(1) 2. 3,4, 7, 8-PeCDFSr^.|ffe-r^^/i5^D-'t^V^#Dx3 8 6 0 

k; 

(2) ^^y iJ^n— ^;V*/l#Dx3 8 6 0 c^LilTO^^=S:«fiS;t^ iB^!j#-f-6 

(3) 2,3.4. 7, 8-PeCDF=&mai-^'=ey^n-'^;l'i^#Dx3 1 5 OO 

k; 

( 5 )±ffl( 1 ) ~ ( 4 ) K(7) T 5 y mSe^iJ 9 5 %m±(7>:tl|5lft'^^ 

■r^T5/m@£^J^^b. 2.3.4, 7, 8-PeCDFlC^'^fS14tr;t-r^'i^°V-^ 

(6)±IS(1)~(5)<^'1^°U^7'^ K<^'7^^^ > h-eabO. 2,3.4,7,8- 

im^^2] (5)(^»^°';^y^ (i)~(4)<^'i^';^7''^K<7>T5y 

mi£^Jl*9 S%]ik±(D:mm^'^^ir^TS. ymW^n^^l-^ 2.3,4, 7. 8-Pe 
[»m:^3l ^^^-•:^;^^^:#:Dx3 8 6 0 OH^nTIg^it^Sr^^L. 

KOT^ /m@5^Jl^9 5%J^±<7)ffiI^14=^^-r^T^ymSB^J«:^U 2,3,4 
. 7, 8-PeCDFli^'^?i&tt^^1-^**V-^-/f^K> tahmz^ ^y^u-i-)]^ 
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^-v: 2/ 



m^^^-t^r^ymsm^^i^. 2,3,4, 7. s-PeCOFK^^i^^^^ir 

Y(DT5.ymm^n'9 5%j^jioffli^it=s:^i-^T5ymie^j^^t. 2,3,4 

i5L#Dx3 1 5 0OLiInr^^:^*1t^t. SE^J#-i- 8 -^^^ t^;!, T ^ ^ ^§£^0 
ratt=Sr;t-t^T5ym@B^J^^L.^ 2,3,4, 7, 8 -PeC D F lC^^tS14=lr^f 

Ao 

[it^^9l 2,3,4,7, 8-PeCDF=Sr^5!s^6*Jl::»^1-^:^-^-^'abo 
01 2,3.4,7, 8-PeC D F ^^^^6«JlcMat-^:&^"t?*) 

[0 0 0 11 

2^l&P{±> 2,3,4,7, 8-^>'i5'i^no>>'^>'V*"7 7>(2, 3,4,7, 8-Pe 



mSE# 2004-3 036755 



#M 2003-091663 



^-v: 3/ 



mm.mi.i^<r>mm.iom. ^mm^#^fflv^*2, 3. 4, 7, s-PeCDFo^fe^^ 

[0 0 0 2] 

m^tti^K, ±m. tks. :'c^. mmm-^j:i^^-^^^-^^^^j:r^^^^^ 

[0 0 0 3] 

14#^q?^i-'2>o :S^>«^7&^i^<'^2. 3, 7. 8--r b9^onv'-?>y/N-7iJ^-r:t 
^v>(2. 3, 7. 8-TCDD)0#'&* 1 t Lfzt ^(D^^-i 

m^<DM^^ 7 mm<o pcDD:fej:tFioffi«<opcDF ^mmn^mM t^ttx 

tr-7ji^-;V(PCB)oa*) 1 2®^<^*¥M(co-planar)PCB*>^^^ 
[0 0 0 4] 
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^--J : 4/ 



hnp{ hU-(HRGC/HRMS):^^lwi: J)^f*>ttTv^yi:o l^^^L. HRG 

HRGC//HRMS^l::i3V^T{i. 7 mm<0 ^ ^ ^ ^ 

^=&. 2, 3, 7. 8-TCDD:jS^«T'2b^«tt^»(TEQ)lcm#L. ^<0^n 

[0 0 0 51 

;?>2, 3, 4. 7. 8-PeCDFS;e»^ v V^Oi^T E Q iif^-^lClSiV^ffiill 

tt^;ti-^ia:7!>^^§gib:e)nc^o-ri/:r(##i^^:fcmi)o 

. :i:n°a'S:^<^>j£^'5:fmiC:BV^T^>s 2 , 3 . 4 . 7 , 8-PeC D F ^^^-f 

XD^^m^^^S-T'^ ^) . -eo^^tfitiiJ^'f ^^^> ^^<^)J^T E Q 2: R = 0 . 
9 6-0. 9 9<7)iSv^;|=BM^:^toJte^"^- 2 . 3 . 4 , 7 , 8 -PeC D F ti. 

[0 0 0 6] 

^f!lx.{^^ #^2002-34088 2 -t<2r$R(#f^:Xm 1 ) ^-f ^^v> 

t/i> #§12002-22866 0-^<2r#(#ft^:S:m2 ) 2.3.7, 8-T 

ffiSE# 2004-3036755 



J^02 003-091663 



^->^: 5/ 



cDDKmmmn^^y ^^-^^^^^^^^^^ ^fi^my^^-^^y^^"^^^ 

^hK. i^p|2 0 0 2-l 1 9 2 7 9^<2:#(#S^5:m3)l'{i. 
[0 0 0 71 

K^iJ ic^o' < a^tJL#*^ ^ t;^mam*n:#^ffl^^ ;|>2,3.4,7.8-PeCDF<7)ffllJ 

I- o T liiam ^ tL-c v> 5^ o 

[0 0 0 8] 

#M 2002-340882 

[#l¥:S:m2] 

2002-22866 O-^-^r^ 

[#m^:fcm3] 

#P82 0 0 2 - 1 1 9 2 7 9-^<&^ 
[0 0 0 9] 

M14^^1-^it=^^tt^tr^^2, 3. 4. 7, 8-PeCDF^. ^^^fi^j^^ici 
lO 0 1 0] 
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:^^m^(^ii. ±tmm^M^i-^^'^^^-^ 2.3.4.7.8-PeCDFM^# 
^trntLXm^^^X. M'^ommm^m-^^^ 2,3,4,7,8-PeCDF^S:^, 
m■t^^/^^'^-f-;^^^L#:«:j^^•t^2t5fc<^^^'f 7*1; K— 7^ BP*), "^y^u- 
i-)l^mi-^T)x3 8 6 0 *m^-t^^^-f -/V K-vDx3 8 6 0 r 1 i3 J: / n 
->:^;^t^L#:Dx3 1 5 0 ^rM^t^^^^ "f") K-^Dx3 1 5 0 r 1 *#/io 
[0 0 11] 

^7f)^h. "ty :J^n-^;i/^>^Dx3 8 6 0 OHiftRT^MitiB J: t/LM'ST^mt^ 
t>mr-=ey ^n— f;V^#:Dx3 1 5 0 <^HilRr^^it:fe J:tFLiI^^^i^=Sr n 
~ Ki-^cDNA«r^^i-S/cie). *fi:#«<S?-#^OiB^J=SrflJffl LT P C R ^ff 

[0 0 121 

^(D^^^ ^o— f ;Vt/L#:Dx3 8 6 0 (^H^-ST^^itiS iO^LlIlT^^ 
iJ'n-^;V'tn;#Dx3 1 5 0 (OmmWtnMi^ i^V^Lm'^^MM^::' - Yt^cD 

:^;^^^'^Dx3 l 5 0 OHmRr^^:^:fe J:y'XilpT^fl^<^«^T^ /mSfi^'Jti 
, -5-tL'etLiE^J#-^7;feJ:y^8-e^$n.'5»i^^^t>^^o/io 
[0 0 131 

^ibic, JifS^#:(^Bl'^^i^'^'<^^^^^i^(CDR 1~3)0 

1 ~ 4 IC^-to 
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7/ 



1^1] 

^1 : Dx3 8 6 o g>H<^^^@^f (o@T?a?M«tg:>r $ y SeiByiJ 



CDR 1 


Gly-Phe-Thr-Phe-Ser-Ser-Tyr-Ala 


BByiJ#-§- 9 


CDR 2 


Phe-Ser-Asn-GlyGlylle-Thr 


@E?iJ## 1 0 


CDR 3 


Ala-Arg-Gly-Tyr-GlyPro-Ala-Tyr 


iB<?iJ#-§- 1 1 



^2 : Dx3 8 6 0 g> L^'5rgE^^fe't'g?@"5ra!^i$<or ^ ySgMB^iJ 



CDR 1 


Thr-Gly-Ala-Val-Thr-Thr-Leu-Asn-Tyr 


iB^'J#* 1 2 


CDR 2 


Asn-Thr-Asn 




CDR 3 


Ala-Leu Trp Tyr-Ser-Asn-His- Leu 


SB-?i)#-^ 1 3 








^3 : Dx3 1 5 0 <DHm-^^m^'i'<om'^mm^<7^'^ y ^^^i 




CDR 1 


Gly-Tyr-Ser-Ile-Thr-Ser-Gly-Phe-Tyr 


E?^0#-^ 1 4 


CDR 2 


De-Ser-Tyr-Asp-Gly-Tyr-Asn 


5 


CDR 3 


Val-Ser-Tyr-GlySer-Arg-Ai^-Gly-Val-Thr-Tyr 


mm^^ 1 6 



^4 : Dx3 1 5 O CO LM"5T^^^4''^)S'^^ffl^<'>'?' ^ /^jB^iJ 



CDR 1 


Thr-Gly-Ala-Val-Thr-Thr-Ser-Asn-Tyr 


1 7 


CDR 2 


Asn-Thr-Asn 




CDR 3 


Ala-Leu -Trp - Tyr-Asn-Thr-His Leu - Val 


iayij#-^ 1 8 



[0 0 14] 
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DR1~3)0{M^^ DNASB^J:feJ:r>'T5ymSB^J^^t-> tix^rfimii^ 
XXfm2K7^'ro tfz. ^^^-:^;^t^;#Dx3 1 5 OOHiii5J;0'Xm"5r^ 

[0 0 15] 

12ilH:j3V^T. 7^ yWmn<D 2 6-3 S^-^^CDRl^. Sl-ST^fi^^C 
DR2^> 9 6 ~ 1 0 S'fiy&^CDR 3 ^^-to 

HI 2 tci3V*-C> /m@E^J^2 6-3 4e^^CDR 1 ^> 5 2~5 4^;6^C 
DR2^r^ 9 1 ~9 S-ei^i^CDR 3 o 

ll3tC:fev^T, T<ymBE^J<^2 6-3 4{jz::*^CDR 1 5 2~5 8^:;6^C 
DR2^> 9 7- 1 0 yfiz&^CDR 3 ^^i-o 

|114ll:feV^-C. T^ymSB^iJ<7)2 6-3 4fi;i^CDR 1 5 2~5 4^^^X 
DR2 5:^ 9 1 -9 9^;6*CDR 3 =Sr^1-o 
10 0 16] 

-P eC D F 4r3e* t ^ ^li7&^ie)^Co 
[0 0 17] 

fiP*.> :^^mit. 2,3,4, 7, 8-^>i5'i5'nnv^>y-7^>(2, 3, 4, 7. 
8 - P e C D F ) IZ^^m^^^-r ^ a^^#-e^ o X . 

(1) 2,3,4, 7. 8-PeCDF^^.^1-^^>'^'n--^;Vtn;#Dx3 8 6 0<^ 

K ; 

(2) ^^y ^^-:^;l'^#:Dx3 8 6 0 <^LIITO^:^*^^U SB^J#^6 

(3) 2.3,4.7. 8-PeCDF=^^,mi-^^^^^-":^^^^#Dx3 1 5 0<^ 

ttiSE# 20 04-3036755 
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^-v^ : 9/ 



k; 

(4)^.e/i^n— ^;i/^^Dx3 1 5 O<^L0nr'^^^*#^t^ afi^J#^8 

(6)±|B(1)~(5)0^'';^7'^ K<^7 7i5^P<> 2,3.4.7,8- 
P e C D F K^^m^^^-t ^ ^° V ^7"^ K ; 

[0 0 18] 

ffiv-T 2 , 3 . 4 . 7 . 8-PeC D F =^^&^^6«Jl'«^*3 J: tl^lBiJ^i-;|>:^^=S:«ti- 
[0 0 191. 

i:L0>&^f>'&SFab7 9^p<>'>> 2a<^Hift"7^iJ^^ > h L^;&^f>^ 

^-^^ ttf::-:$:|ia^#^(scF v) ^ tL^ o 

[0 0 2 0] 

scFvic{±. >e?g£{^. N*^<ifl*-f> \{YLWi^wtwm-i')>iJ-)-{'Lms-mm. 
^)j o|lIIJ^•T?*S'^^tL/^'■^°'>'^:7'^^^ ^^^^ \Mm^mM)-{')yiJ~)-{ 
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•e i >2> RE I) ^ T ^ / J; If mm ^mmt 

[0 0 2 11 

x.(f> J.:J.TO^WJlci3v^-C7i^ti^ l::. r(HiI-Br^llit)-('; >:*-)-(LiI 

o tfz. r(L«ipr^^it)-(';>?&-)-(HiiBr^^it)j :a^°u^"/^K<7)^^ir 

10 0 2 21 

,§tm<^^2, 3,4. 7, 8-PeCDF*fL#OHiIi3J:tFL$I<^nr'^Mi^{i. tnl/T.^ 

^:<^)^M{±^ IHl~4tC^$tt;5,^#:ir^^it4'<^Mnr^^^(CDR 1-3)1^ 
[0 0 2 31 
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fiJbo :ifih(Dyy^>^yyit. iili~4ic^$tL;g,0pr'^^it(CDR i~3) 

[0 0 2 41 
[0 0 2 5] 

^^(0 i; ^yf- K<^ T ^ / ^K^J * n - K-r D N A li. K^iJ*^ 1 ~ 4 ( 
1 7t t±ia 1 ~ 4 ) 13 ^ $ tt ^ cD N AiS^iJ t {± r ^ y mSB^J i::»-::^v^T . -^-^ 

. mT<?5^*feMl3*3V^T^-ri^ IC. N5KMiJ3^^^'^^iJ'i='-"^^^^5t#:Dx3 8 
6 OOHil^^'^Jt, Dx3 8 6 0 <^ LilPT^^^t^r. ^i(Dmmx-^ 

:feM||Blc^AU ^0;^^mB(pET2 2 A-Dx3 8 6 0HL)^#l^^tJ^ 

-(s^DxS 1 5 OOH^-SI^^it, Dx3 1 5 0 <^)Lilpr^^i^=S:> 

^^-^:»mK-l 2lcSAb. :i<^:^flimK-l 2 (pET2 2 A-Dx3 1 5 0 

H L ) sr#m=^j^^ft-fe ^ - ^it t hits<^ M^^^-f^rcor^j m@fi^j 

U FfMl3<t J)DNA@a^J4'«#**nx.^-fcl3«J:0#S-^:*^'^^^o t^^z 
[0 0 2 6] 
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-[Mxt^^ pET-2 2h(+)^j:t']<^PJf^<7)y y^'^^-'ynXUm^^Wii^^^ 
[0 0 2 7] 

^J1®B^. K-12^. BL2 l(DE3)^^i:1lc^AL. ffAL/cDNA^ 

7 7 ^ - ^ j; o -c jwm-r ^ t ^^-e § ^ o 

t-^^aiHJ: i)#i^tt;i>*y ^n-'^;l/trL#J: i)^«tc, 7&^o::^ili^3t"r^ ^ 
[0 0 2 8] 

7 ^ -'^■^m.^m^ j:^2,3.4.7,8-PeCDF (^^^t^ i W^^M:^?* 

5&^-^ttL^o tfc, C10J:-?:&2, 3, 4. 7, 8-PeCDFcoa^'^ffi=SrflJffli-^ 

^t\zs.y)^ mmmm-^m^^x^i^^ $ tt/^ r ^ ^ v >^<^ ^ 

tf^-e^^i) 2.3,4,7, 8-PeCDF=S:S3il::M^L, I^^i-^S i ^>'sm'C* 

_ o 

[0 0 2 91 

t/i. #P>tLfzmmtn:#:^fflV^-Cfl^'+'<?)2, 3, 4, 7, 8-PeCDF=S:^^^ 
AyT-;'-fe^(RI A). ^#^^?|IJ^(E I A). mmSM^CF I A) if^^^^ 

:l^^o F^^^-^iSfeiliJV^-Cti^ 2. 3. 4, 7. 8-PeCDFil^#^H^<bL. ^ 
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^tp(Omm 2,3,4.7,8-PeCDFh m^it^W. t(Dmx-. m.^Mi^t<DKJB 

, 7, 8-PeCDFO;i^^»lcjSC^ ^a^^^tc^-g-l-^^ma , 3 . 4 . 7 . 8- 
P e C D F il^'f*:^* ^ m'^'f ^ o 
10 0 3 01 

[0 0 3 1] 

2,3,4,7, 8-PeCDF=lr^m-t^^^i5^a-"t-;l^tn;#S:0^i"'5>^^^ "^'^ 
K— 7=^, >^<:Oi;^lCLTPimL/io iP*.> ^*i)t^2. 3.4,7, 8-PeCDFil 

i<?5^^ffln:/v^j--y- T>^i^^'^^RAS R-7 0 0 (Ribitt)tt»l-+ 

i<^fUb?^2 0 0 /i 1 ^BALB/c v'^7x(7iii^> m)<omM 

Lfzo 

[0 0 3 2] 

2,3.4, 7, 8-PeCDFlc^-r^li5V^J/i;#M^«fS$^^^-7'^^*®*^l' 

ijjcf-i/;/^?^'; r/-;V&(PEG^)t;-CTOii'^*tTofCo l 0%FCS^^H 
AT:^flfetw!^^L. 9 6 J^^V^^T^ V- h 1 ~ 2 . 5 X 1 oV-^^Ji;!/) 

[0 0 3 3] 

ffiiE#2 004-3036755 
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^-v : 14/ 



m'^—UUML^ 2, 3. 4. 7, 8-PeCDFS^^<$-B S A:3>v^^'- h«r@ 
iS'ffcLfvi'r^^n^^r iJ'-'/V- hlci^SPLfCo ^ia-ei^P^^JS^-^:^::t^> 0 
. 0 5%'IVeen2 O-^^P B S (-)t??5fe^ Lt^o -J^v^t^. ':fU-VK-^JVt^z/^ 

I gG (7 iftHiic)^#(K p Ltt) ^mK-xMiMLX- 1 ^r^sfD^ 

v^i^#:^S:^1-'!7Ji;K7)^*>. ®ffi<b2, 3. 4. 7. 8-PeC D F^^#-B S A 

n^vjuy- htc^tt-^tn:#W^ 2 0%DMS 0lCvtlii?U/32. 3, 4. 7. 8- 

^i^m-r^^tKx<^x. 2. 3.4. 7, s-PeCDF ^mmir^ 2mm<o^y ^ 

gp*>. Cl<7>J:d t^LT. ■^/i^n-^;Vtn;#Dx3 8 6 0 ^m^i-'i>^>-r"7'^; 
K--7Dx3 8 6 0 r 1 HXXJ^^y ^ u—j-)V^ii^D^3 1 5 O^M^ir^^^^'f 
1; K-vDx3 1 5 0 r 1 =Sr#/j:o 
[0 0 3 4] 

^2,3.4. 7, 8-PeCDF^#m^^^'<:/U K— 7Dx3 8 6 0 r l^XV^ 
Dx3 150rl=g:. 5%CO2M%0kWT. 1 0 %F C S^-^^ft^ R PM I 

.16 4 om^^xmm^^t:io Mm.-mmm\izh^^^2. s-s. o x 1 07^0^^ 

a^if^h. AGPC& [Chomczynski.P., Sacchi.N., Anal.Biochem. , 162, p. 156 
-159 (1987)]lCj:oT^RNA^JftaiU:^o >fev*t?x :tU =i'dT:6^^T-y ^5^;^^ 
-Xlc|t'^bfc0rigotex-dT3 0 (^M3i)*fflv^-Cpoly(A) + RNA*^ilL/:: 

O 

[0 0 3 51 

Mouse scFv Module/Recombinant Phage Antibody System (Amersham Pharmac 
iatt)lC-^ttt;g>Primed first-strand reaction inix=S:.^V^T^ _L|Bc7)poly(A) 
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+ RNA>6^^cDNA^^^Lf^o ^hfifzcDN A^mMt Mouse Ig-Prime 
r Set (Novagen)i3J:C>'Taq DN AsJ^'V ^ 7~-fe'(Applied Biosystemstt) «rfflv> 
TPCR=Srff:&ofCo Dx3 8 6 0 H^lctiMuIgVH 5*-AhMuIgVH 3 '- 
2<^y7-rv--fe-y h^. Dx3 1 5 OHiilwfiMuIgVH 5'-D^:MuIgVH 
3'-2c07°9-^v--t7 V^m^^tio ttz. Dx3 8 6 0 LiliS J: O^^DxS 15 0 
LM<^M:^^^^i^ MuIgA Vl 5*-Ai:MuIgA Vl 3'-l oy^^-^-'t-;' h 

/Zo fiO*>> Dx3 8 6 0HMi:Dx3 1 5 0L|itCOV>-C{±> 9 4^X1^^^ 5 
O'Cxi^r^. 7 2T:x l^F^<^^jS-9--r^;^*3 O-^-^iJ'Mfv^^ DxS l s 
OH^icov^Tti^ 9 4X:xi:»-^. eorxi^Fsl. 7 2 *Cx 1 :55'M<^^lS^?■ 
^ iJ^ 3 0 -"J"^ ^ ^Vfi'v^ Dx3 8 6 0 LMlcov^rti. 9 4'CX1:9'W. 6 
O'CX 1:$5-Fb1. 7 2Vxi'$^m<DRjB'^^^)^t:5^-{^)l'^\^\ ^(D^^hK 
. 9 4t:x 1:$5-F^. 5 0'CXI^FhI. 7 2 t:x I ^FbI^^^J^:^-^-'!' >'V'^: 3 0 -^"-^ 

[0 0 3 6] 

[^5] 



5 : cDNA-8-fifeffiPCR7'7>f 







Dx3860 MuIgVH5-A GGCAATTCATGRASTTSKGGYTMARCTKGRTTT 




Dx3150 MuIgVH5'-D ACTAGTCGACATGGRCAGRCTTACWTYYTCATTCCT 


(ffi3?lJ#-5!-20) 


ACTAGTCGACATGATGGTGTTAAGTCTTCTGTACCT 


(ia?'j#-^2i) 


ACTAGTCGACATGGGATGGAGCTRTATCATSYTCTT 




Um. 3*ftlJ (DX3860. Dx3150*®) 




MuIgVH3'-2 CCCAAGCTTCCAGGGRCCARKGGATARACIGRTGG 


(ia?ij#^23) 


S'i&iJ (Dx3860. Dx3150#tii) 




Mulg A Vl5*-A GGGAATTCATGGCCTGGAYTYCWCTYWTMYTCT 


(iB^J#^24) 


zm\ (Dx3860. 0x3150*51) 




Mulg X Vl3'-1 CCCAAGCTTAGCTCYTCWGWGGAIGGYGGRAA 
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[0 0 3 7] 

±fBO P C RW^^^ TA^ u—:^y^^ v h t?ab^pGEM-T Easy Vector Sys 
tem I (Promega^t)=S:fflv>TpGEM-T Easylcjf XLfct^s :feMmXL l-Blue'S:?^ 
g^^Lf^o b-fe-'V^ XLl-Blue Competent Cells (STRATAGENE 

[0 0 3 8] 

pGEM-T Easyt3-9-yi^n-^>'i^'t/ii5L#:il<5i^cDNA^n->lcov>T. T 
7y7-r*7-(5'-TMTACGACTCACTATAGGG : @S^J#-^2 6)=S:fflV^T. BigDye Term 
inator Cycle Sequencing Ready Reaction Kit v2.0 (Applied Biosystemstt) I- 
^ 7.^^.^^^^fZo -^V^t?^ ABI PRISM 310 Genetic Analyzer (Ap 
plied Biosystemstt)lCT@S^iJ^^lfWUfCo ^(O^^. DxS 8 6 0 trQ^a^fST-O 
H0i5 J: i>a^"nr^'^*^=S: :3 - Fi-;g,cD N A<^)m*eE?!]:^5 J: O'^-eom^T 5 / 
mSB^J(SB^J#-i-l*5J:l>*2)*<bmcDx3 1 5 Otn:#:mf5T-<^HlIi3 iD^'L^ 

(i> IS^^V"7 hDNAsis(B5:y7 h v-T 'J V^'*) ^'feffi t/co 
[0 0 3 9] 

t fw. 1-4 OlS^JPtJlw-^t tt-S^nr^'^jtti^ ImMunoGeneTicsT'- 

iJ"^->5.(http: //imgt.cines..fr)0^mt^i&oT#^Lf^o Z.(n>r-9^--^ 
\U Lefranc.M. -P. lb [Nucleic Acids Research, 27, p. 209-212 (1999)]. Ruiz, 
M. <b [Nucleic Acids Research, 28, p.219-221 (2000)]. *3J:Z>% Lefranc,M.-P 
. [Nucleic Acids Research. 29, p.207-209 (2001)]O^:5cm^. b-CflP^^tt 
-Cv^;g,o #^L/i0nr'^^it(CDR l~3)0^«^. DNAK^iJiS J:t>'T ^ 

miE^J^^t-. llil~4frc^-to 
[0 0 4 0] 

^ii.^>^ ^ -pK T 2 2 A (7)fEM 

tUIR^^ ^— ■eab'SpET-2 2b(+) (Novagentt)<^MR&^^'^^ hXbal-Nc 
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0 I m<DW.n > tiU^ i^i5'-tr^;?)pET-3 d(Novagentt) <DmM^^ ^ b Xb 
al-NcoI r^OSE^iJtrtt^LTs T y/laC/n^- ^57 li>;^>^'>iS^ tl^' 

^ ^ -pE T 2 2 A $IJPW#Nco I (New England BioUbstt) t Not I (MW 
^^±)-V^^^L. -?-«05K^^Calf intestine Alkaline Phosphatase (^#IS1=±) I- 

1 «9J!Ji'; ^^'fbiSOjaLT^io O. 7%rifu-7.Y}VnMMMiK3;^ 19. -gJlffL/cpE 
T 2 2 K*^liL> 19 ffi MagExtractorPCR & Gel Clean Up 
-(m#IS1±)4'^v^t:DNA*r;i'J: OWffibT^Co ^<^NcoI-NotI-^^ 

[0 0 4 1] 

cDNA:i6>g><7>Rr.Fv-7^y^ > h <7)-f^lS 

SE^iJ tr#tf y ^ ^ -7- =^Mv^-C. H$I*5 X t>'LiI<^cD N A ^ PGR -eitipl t/i 
o Dx3 1 5 OHilfi. BamHI-9-^ V (Dmn^GmCC^^hGGkTTCKW^L. 

BamH I-^f-f hOlr#i<7>@e^J^r'^tf<t9t-"7'9^^-*l£tt-t. H0DNA 

5'mtS'm<7)2'Dl<z^immLfZo U>:^-DNA(i. f iU-inti J: 19 Hil 
is J: L il<0c D N A ^^^t ^fzibliZ, Zith <omm ^ ^^t^-f^^-^- 

S'J>Ot-{is Hgt"fe>;^DNA3'^fl!lO@SM4:V >:*-DNA<^)5'«1itc, L 
i|-b>';^DNA S'i^fiJcDSe^^J^Sri; >?^-DNA<7)3*MiJtc#JnL/io t7t> — 
:^m^i^<0 T^y ^mn7()^Lm t^j:^i><DKl,t^ L iHr > ;^ D N A 3 ' ^M^OSfi 
^ij>£ri; >?&-DNAO 5 'Sialic, HM-tr>>?.DNA 5 '«iiIO@a^J=Sri; >*-D 
NA0 3'^fl!JlC>ftinLfCo HII. L^*5it>*'; >*-DNA<^)iiipmfflv^yi:7' 
y^'^~<DU^^'^^6i3Xrf^7iZ^iro 
[0 0 4 2] 
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1^6] 







GGA GGA GGC GGT TCA GGC GGA CGT GGC TCT CGC GGT GGC GGA TCC 




Dx3860 HL 












3860H 5' (Nco) 

uouUn o \mro/ 


C ACC ATC GAA GTG AAG CTG GTG GAG TCC GGG GG 
CC TCC GGA AGA GAG ACT GAC GAG CGT ACC TTG GC 




3860L 5* (Bam) 
3860L 3* (Not) 


GC GGA TCC CAC CCT GTT GTG ACT CAG GAA TCT 
G AGC GGC CGC GCC TAG GAC ACT CAG TTT GGT 


<@a5i]«-^3o) 

(SE5i|S-^31) 


yyi- 5' (3860H) 


GGT ACC CTG GTC ACT GTC TCT TCC GGA GGA GGC GGT TCA G 
AGA TTC CTG AGT CAC AAC AGC CTG GGA TCC GCC ACC GCC AG 


(sa?iis^32) 
(ia5ij#-g-33) 


Dx3860 LH 






3860L 5' (Nco) 
3860L 3' (Mro) 


G ACC ATG GCC CAQ GCT GTT GTG ACT CAG GAA TCT 
CC TCC GGA GCC TAG GAC AGT CAG TTT GGT TCC TCC 


(fia?»i#-^34) 

(iB2^1#^35) 


3860H 5' (Bam) 
3860H 3' (Not) 


GC GGA TCC GAA GTG AAC CTG GTG GAG TCC GGG GGA GG 
G AGC GGC CGC TGC AGA GAC AGT GAC CAG AGT 


(ia?ii#^36) 


5* (3860L) 
3' (3860H) 


ACC AAA CTG ACT GTC CTA GGC TCC GGA CCA GCC GGT TCA G 
CCC GGA CTC CAC CAG CTT CAC TTC GGA TCC GCC ACC GCC AG 


(ia5ii#-^38) 

(515i]#^39) 



[0 0 4 3] 
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^7 ; scFvi??i 






Dx3I50 HL 






• H^(5'{mj) 






3150H 5' (Nco) 


G ACC ATG GAT GTA CAG CTT GAG GAG TCA GGA CC 




3150H (128at) 


CC TGG AAA CTTG CCG AAT CCA GTT CCA Gl 










3150H (iOlsn) 


AC TGG AAC TGG ATT CGG CAG TTT CC^ GG 


/S3 3t It <A& JSLa o^ 


3150H 3* (Mro) 


CC TCC GGA GGA GAC TGT GAG ACT GGT ACC TTG GC 


(fiayi|»^43) 


• Lap 






31 SOL 5' (Bam) 


GC GGA TCC CAG CCT GTT GTG ACT CAG GAA TCT 




3150L 3' (Not) 


G AGC GGC CGC GCC TAG GAC ACT CAG TCT GGT 










5' (3150H) 


GGT ACC ACT CTC ACA GTC TCC TCC GGA GGA GGC GGT TCA C 




3' (3150L) 


AGA TTC CTG AGT CAC AAC AGC CTG GGA TCC GCC ACC GCC AG (ga9l|#-^47) 


0x3160 LH 












3150L 5' (Nco) 


G ACX: ATG GCC CAG GCT GTT CTG ACT CAG GAA TCT 


(Ze9ll#-^48) 


3150L 3* (Mro) 


CC TCC GGA GCC TAG GAC AGT CAG TCT GGT TCC TCC 




•H^(5*fiiJ) 






3150H 5' (Barn) 


GC GGA TCC GAT GTA CAG CTT CAG GAG TCA GGA CCT GG 




3150H (]28at) 


CC TGG AAA CTG CCG AAT CCA GTT CCA GT 


(K!yiJ«-^5l) 


•H^O'ffli)) 






3150H (lOlsn) 


AC TGG AAC TGG ATT CGG CAG TTT CCA GG 




31 BOH 3' (Not) 


G AGC GGC CGC TGA GGA GAC TCT GAG AGT GGT 










5* (3150!.) 


ACC AGA CTG ACT GTC CTA GGC TCC GGA GGA GGC GGT TCA G 




yvA- 3' (3150H) 


TCC TGA CTC CTG AAG CTG TAG ATC GGA TCC GCC ACC GCC AC 


(ia3'iJ#-^55) 



[0 0 4 41 

PCRiiiPi=Sr^ GeneAmp PCR System 9700(Applied Biosystemstt) ^ j^ffl r 
Taq DNA^'U^^— if(m#im)*IBv^-C. J: ^ t^^f o fco BP*.. 94 

. $e)ir9 41CX 1^^. 4 8'CXl^^. 7 2VXl^m<DKm^^ ^}l^^2 

m^^^^^WLfZo DNA-7^i5^^ > b=£r'^tpy;V=Sr-e)«)ffiL> MagExtractor P 
CR & Gel Clean Up-(^#m±) =^Mv^-CDNA^'5^;V;&^^ttm L^Co W 
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mLfzHm. LlIiSiCFV ^^^-DNA^OSmMODNA^r^-^b^ rTaq DN 
AsH';;^7-^f(m#m±)^ffi^*'C9 4XX 1. 6 5 t:x 3 ^(^>^is^?--r 
^;l/^2 0-9--f i^;V^fd3e»N *^v^±, Pfu DNA^'Vp^^— fe'(STRATAGENEl± 
)«:fflv^T9 5*CX 1. 5^. 6 5t:x 6 ^<7)^f&-9--< ^ 2 0•^^^ ^'^Vfi^^ 

[0 0 4 5] 

^ir. |EI5~8(iE^J#-^5 6~5 9 ; T ^ >'mBB^J<^«?«-{iSa^J#-^6 0 ~ 6 3 ) 

|ll5(iB^y#-^5 6)(i. N5^M!l5&-f>^^i^n— ^;l'i5T;#Dx3 8 6 0<^H$I 
nr^^i^> Dx3 8 6 OOL^TOISit^r. ^:<Ojl|I^'^'^tfscFv*7 ^ 

> b(Dx3 8 6 0HL)=S:^-r*><7)T-*>^). ^OT ^ >'mSa^J<^ 1 ~ 1 1 4 
'6L{iH$I■5I^M^=^^ 1 1 5~ 1 2 Q'fiti'; 1 3 0 ~ 2 3 9fitiLiI 

EI6(SB^J#-t5 7){±. NMmmi>^h^y ^^-i-)^iJii^Dx3 8 6 0<^LiI 
^^^it. V^iJ-. Dx3 8 6 OOH^nT^^it'Sr. Cl<^JI|I^-e'^tfscFv:7 9 
^•^>b(Dx3 8 6 0 LH)*^i-^>O-e^«). -e<7)T 5 ^ m@fi^'j<7> 1 ~ 1 1 0 
mthm^^n^'^. l l 2~1 2 e^fiV^^^-^r. 12 7~2 4 0^{±H^ 

m7(m^m^5 S)it. N5K^ffl!l;$-«b^y ^'n--^;l/^#Dx3 1 5 0<^HiI 
■BT^IR^. 'J^Tt;-. Dx3 1 5 0OLilpTig|Mit*> 7 
i^^>KDx3 1 5 0HL)1:^i-^<^T'^)»). '^(^r ^ ^ MSE^'JO 1 ~ 1 1 8 
^^(iHM^^^^«•^ 1 1 9-1 3 3^{±U >:^-Sr. 1 3 4 ~ 2 4 3&(iLii 

m 8 5 9 ) {i. N^^m •fy^h'^J^u - ^;i/t)L#:Dx 3 1 5 0 <7) L «l 

ir^Hit. ')yiJ-. Dx3 1 5 0OHiI«T^|Ii^^. vloMj^-C-g-tfscFv^ ^ 

irp{vh(Dx3 1 5 0LH)S^^•t'^><^-e^l9^ ^or 5 ^ m@e^J<3^ 1 ~ 1 1 0 

fiLtiLmnr^^it^:. 1 1 2~1 2 6^{±V 12 7~2 4 4fi{iHm 
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[0 0 4 61 

«(NcoI-NotI)lcM)S-r^-/9-<-7-**QA"CPCR^^Tof^o Dx3 8 6 0 
tCOV>Tf±> 9 4^X1^. 6 7*CX1^. 7 2'CX2^(0KJB^^ ^^^^5-^ 
-f^;Hfv>. $ibl'9 4t:x 1^. eorxi^. 7 2t:x 2^<7)R)S-9--f ^^^ 
S: 2 0-9--r iJ'^l^fi'o/io Dx3 1 5 0 icov^-CJi^ 9 5t;xi:^. 6 2t:xi:^ 
7 5t:x 4^<^RJS'1?-^ ^J'-'V'^r 5-9-^ ^;^ffv^^ I- 9 5 1: x 1 :J5'> 5 5*0 
Xl^> 7 5'Cx4^0^JS-9--f iJ';^=Sr2 O-^-^^'^V^Tofcio PCRmtf^. 1 
. 5%T#n-X>5^;vm^^iill^J: «9^^b. scFv<7)DNA-7'7^p« > h (7 3 
0 ~ 7 4 0 bp) ^-^Offit^ DNA77i5^^>^h=l: <5r';l/^- i^Jft ffi Lfc 

^ :5^CV^-e. C:ODNA-7 9^^ :x SUPfi^^NcoI (New England Bio 

Ubstt) *3 J: XfUot I 4^ i >9 SJgMagExtractor i ffiSi L 

[0 0 4 71 

scFv DNA^7^^^>>=Sr. Hm^iJ' -pE T 2 2 AONco I -Not I ^f-T 

vaV^cliDNA LigetionKit Ver. 2(SM^ttt) =S:fflv^> n V tf-r > h -t^V i: 
LTXL 1 -Blue Competent Cel Is (STRATAGENE^i) ^l^ffl U/io ^fr^^n-^r-V^ 
L,^,^n->irov^-C. scFvflSjS'OBB^J^fl^U iELv^lB^iJ^Wi"^ n- 
>=&®*^bTscFv<0|&^lcfflv>f^o scFv"7^irp<> > Dx3 

8 6 0 HL^&'^tr^^^i^iJ^-pET 2 2 A-Dx3 8 6 0 H L ^ ?>tM:iscFv-7 ^ 
V h Dx3 1 5 0 H L ^^t^^^^^ 9 -pE T 2 2 A-Dx3 1 5 0 H L ^# 

[0 0 4 81 

^M^^ ^-V'^T 2 2 A-Dx3 8 6 OHLti^ :^MB^C#AL^ :;clirllB( 
pET2 2A-Dx3 8 6 0HL)i:L-C. tfz. ^^^iJ' iJ' -pE T 2 2 A-Dx3 
1 SOHLfi. :^mK-l 2ir^AU :^)^BK-1 2(pET2 2 A-Dx3 1 5 
0HL)1:LT. ¥^15^2^27H lc3te5£^Tj0C^Amil^$^l?«g:'a-WS?Sm #1^^ 
^m^st'ty^-K^st^fi. -etL-rtt^lt^-^FERM BP-8 3 0 5i3i 
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t>'FERM B P - 8 3 0 6 ^^#L/io 
[0 0 4 91 

scFv"7 9^p« V hDx3 8 6 0 ULUmTS^tfifz^^^ ^ -pET 2 2 A-D 
X 3 8 6 0 H L X-mW^i^LfzizmM Origami B (D E 3 ) (Novagen^i) LB 
0 Om 1 ffx 0D6 0 Oi!>mO . 5i'^J:^tX-3 7X:X^mLfZo <^V>-e 
> 2 5 t:tCTtfT:^SI=S:^tt^::o O D 6 0 0 t&^IIj 1 . 0 tC^rof^Bt,^, 

Ttm. 50mM Tris-HCl(pH8. 0)^ 0 . 1 M NaC Ift^lcMvi V^J'^- 
A(^jaKO. 2mg/m 1 ):feJ;t>*Triton X-1 0 0 (^2tJS 1 %) =Srinx.T^® 
Lfjio MMl 5, 0 0 0 X g. 2 0^r^)t3j; i9zt^^IiIl|XL> ?tj^^ 1. 0% 
Triton X-1 0 0 ^^ismW^X 2Mm^L. scFv=g:-^tr?t^^l^ 1 0 Omg 

[0 0 5 0] 

LT#^tL/cscFvS:> 25mM PB. 3 5 0 mM NaCU 6M^ 
T-y>'-HCl(pH7. 4)OM«?l^^='t^SQx.. AVX'^^mWLrmMLrzo ^ 
^C^(1 0, 0 0 0 X g. 1 5^M)ICJ: J}aS=Sr^*Lfzt^. ±fBO^®?Stl3T^ 
W'fb t/::-^ V- h * ^ A (Qiagentt) I'jgM LfvTo :^ 7 A#^<^^ 5-1 

0^S<^^«?i^lcT;^y9A^+55'l^?5fe?^t/ims 2 0%^*';-bn-;Vi3J:U'^4 0 
OmMT;v^*^>=^'^tj'±lBj^«?i^frC^lfet/Co 6M;6-f> 0MfeOi^*T^v> 

"tfzo 2 5mMPB. 3 5 0mM NaCU 2 0 V •fen«-;v, 5 0mM^^ 

^y-;K^>^^t(pH 7. 4)T*:^;7A=l:t5fe^L/iti:. ^ 5 3 0 0 m 

MtcJitfTscFv^?§ffi$-fr/io 
[0 0 5 1] 

jj^2. 3. 4. 7. 8-PeCDF Rr.Fv»fflV^/z^:|g^^^ A 7 T -b^ J: ^ 2 
.3.4.7. 8-PeCDF(^?IIJ^ 
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i-^- h ( 1 // g/m 1 ) 5 0 1 iUU^. MUX- 1 BtfB^aS^-^ir/io 0.05% 
Tween2 O-g-^P B S (-)-e"=5'>f n ^ ^ ^ b O^-^/ Ji;l'«rt5fe^U "/ 

^^ni5'^^-:7'V- h^^itt^. ;§.i^jtlip^Lfv:2, 3.4,7. 8-PeCDF 
(2 0% DMSO^?^) 2 5;z 1 i:^2, 3,4,7, 8-PeCDF scFv<om\^2 
5 m 1 =Sr^*nU Mza-t^O. S-m^RD&^-^^-o #Jg^-f ^n^^ ^-"/V 
- V i:i9cW^Lfz^^ 2 0 0 Of&^f^Lfwt/Ltetra-His*/L'P^(Qiagen1±) ^iJDx.. ^ 

iaT-i^ram^D^-^Tto 300 0'ft^f^Lfv:'-^;v:t-^v^— t'^m^t-^ 

I gG (7 §IE.Iife)tn:#(KPl;?±) 5 0 1 Lx Mz&t? 1 ^PsI^^^-^^/io 

»M?#?^(TMB^®. KPm)«rinx.. MiaT* 1 5^mmW:LfZo 5 0;/ 1<^1 
M H3P04^^Jnb-CRS*#±$-iirx "7°^- h 9 -ir'-CLabsystemstt) J: 
»)0D4 5 0(MM : 0D6 0 0)^i9J^L/^o i<7)^**lll 9 ic^^*^ ^T'^f o 
Z.(r>^yyii--h. ^2,3,4, 7, 8-PeCDF scFvUi 0. ii5SJgl-2, 3. 4 
, 7. 8-PeCDF=lril!l^-C§^it^^W^^^'C^^o 
[0 0 5 2] 

Hi§pr^^Md^iJ^-7^^K<7)2. 3. 4-7. S-PeC DF^-A-j^^COiiM. 
|&m^^i5^-pET2 2 A-Dx3 8 6 0 H L<^LiIn^^'^i^^'^MJK^^•9■ 
>^ hBamH I-Not I KOiB^J=Srg^*LTf^ML/c^m^:^ ^-pE T 2 2 A-Dx 

3 8 6 0 H ^fflv^T:;^l^mOrigami B (D E 3 ) (Novagentt) ^r^M^^ LfZo ^ 

^V- J: l?^m$^^/ili^fr:iC)V^-t:> m.itK{2 8 0 nm) =Sri|lJ^LT^ 

V/N-^gztJSSr^ie). EIA&lca:!9®ffi'fkL7t2,3,4.7,8-PeC 
DF-BSAa>i;:x^-h'\<^^f&14=&^ftt/^o i<^^^> EllOlc^fi 
H$lpr^^it.i^V^7°^K®^l-J/L2, 3. 4, 7, 8 -PeC D F^Stt^m«^> 
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. HilnT^Hit'-KV^-/^ W2, 3, 4, 7, 8-PeC D F ici^^fStt^^t*^ 
[0 0 5 31 

=^ffiv^r2, 3. 4, 7, 8-PeCDF*^^g^6<Jl::Mai-^-^*^'-ei. ^^MM 

^izmm^£^^^^-r^mMi^i^. mm. 2, 3, 4, 7, 8-PeCDF-^<7)^^n 

SEQUENCE LISTING 
<110> Kyoto Electronics Manufacturing Co. , Ltd. 
<120> Recombinant antibody recognizing dioxin 

and gene encoding said antibody 
<130> 188226 
<160> 63 

<210> 1 
<211> 342 
<212> DNA 
<213> Unknown 
<220> 

<223> Inventor: Sawadaishi, Kazuyuki 
Inventor: Higano, Keiichi 
Inventor: l^ataoka, Chiwa 

aJiE# 2004-3036755 



#M 2003-091663 



^-i^ : 25/ 



<220> 

<223> DMA encoding polypeptide of H-chain variable region of 
monoclonal antibody Dx 3860 



<400> 1 

gaa gtg aag ctg gtg gag tct ggg gga ggc tta gtg aag act gga ggg 
Glu Val Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly 
15 10 15 



tec ctg aaa etc tec tgt gea gee tct gga ttc act ttc agt tec tat 
Ser Leu Lys Uu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 



gee atg tct tgg gtt cgc eag act cea gag aag agg ctg gag tgg gtc 
Ala Met Ser Trp Val Arg Gin Thr Pro Glu Lys Arg Leu Glu Trp Val 
35 40 45 



144 



gea tec ttt agt aat ggt ggt ate ace tac tat cea gac agt gtg aag 
Ala Ser Phe Ser Asn Gly Gly He Thr Tyr Tyr Pro Asp Ser Val Lys 
50 55 60 

ggc cga ttc ace ate tec aga gat aat gee agg aae ate ctg tac ctg 
Gly Arg Phe Thr He Ser Arg Asp Asn Ala Arg Asn He Leu Tyr Leu 
65 70 75 80 



caa atg ace agt ctg agg tct gag gac aeg gee att tat tac tgt gea 
Gin Met Thr Ser Leu Arg Ser Glu Asp Thr Ala He Tyr Tyr Cys Ala 
85 90 95 



288 
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aga ggc tat ggt cct get tac tgg ggc caa ggg act ctg gtc act gtc 
Arg Gly Tyr Gly Pro Ala Tyr Trp Gly Gin Gly Thr Leu Val Thr Val 
100 105 110 



336 



tct gca 
Ser Ala 



342 



<210> 2 

<211> 330 

<212> DNA 

<213> Unknown 
<220> 

<223> DNA encoding polypeptide of L-chain variable region of 
monoclonal antibody Dx 3860 

<400> 2 

cag get gtt gtg act cag gaa tct gca etc acc aca tea cct ggt gaa 
Gin Ala Val Val Thr Gin Glu Ser Ala Leu Thr Thr Ser Pro Gly Glu 
1 5 10 15 

aca gtc aca etc act tgt egc tea agt act ggg get gtt aca act ctt 
Thr Val Thr Leu Thr Cys Arg Ser Ser Thr Gly Ala Val Thr Thr Leu 
20 25 30 

aac tat gee aac tgg gtc caa gaa aaa cea gat cat tta ttc act ggt 
Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp His Leu Phe Thr Gly 
35 40 45 
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eta ata ggt aat acc aac aac cga get eea ggt gtt eet gee aga ttc 
Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val Pro Ala Arg Phe 
50 55 60 



192 



tea gge tee ctg att gga gae aag get gee etc ace ate aca ggg gca 
Ser Gly Ser Leu He Gly Asp Lys Ala Ala Uu Thr He Thr Gly Ala 
65 70 75 80 



240 



cag act gag gat gag gca ata tat tte tgt get eta tgg tae age aac 
Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tyr Ser Asn 
85 90 95 



288 



eat ttg gtg tte ggt gga gga ace aaa ctg act gtc eta gge 
His Leu Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 

100 105 no 



330 



<210> 3 

<211> 354 

<212> DNA 

<213> Unknown . . 

<220> 

<223> DNA encoding polypeptide of H-chain variable region of 
monoclonal antibody Dx 3150 

<400> 3 

gat gta cag ctt cag gag tea gga cct gge etc gtg aaa cct tct cag 48 
Asp Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin 
15 10 15 

ajgE#2 004-3036755 
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tct ctg tct etc acc tgt tct gtc act ggc tac tec ate ace agt ggc 
Ser Leu Ser Leu Thr Cys Ser Val Thr Gly Tyr Ser He Thr Ser Gly 
20 25 30 



96 



ttt tac tgg aac tgg ate egg eag ttt eca gga aac aaa ctg gaa tgg 
Phe Tyr Trp Asn Trp He Arg Gin Phe Pro Gly Asn Lys Leu Glu Trp 
35 40 45 



144 



atg ggc tac ata age tac gae ggt tac aat aat tac aac eca ttt etc 
Met Gly Tyr He Ser Tyr Asp Gly Tyr Asn Asn Tyr Asn Pro Phe Leu 
50 55 60 



192 



aaa aat ega gtg tec ate act egt gae aca tct gag aac eag ttt ttc 
Lys Asn Arg Val Ser He Thr Arg Asp Thr Ser Glu Asn Gin Phe Phe 
65 70 75 80 



240 



ctg aag ttg cat tct gtg act act gag gae aca get aca tat tac tgt 
Leu Lys Leu His Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr Tyr Cys 
85 90 95 



288 



gta agt tac ggt agt egg agg gga gtt acc tac tgg ggc caa ggc acc 
Val Ser Tyr Gly Ser Arg Arg Gly Val Thr Tyr Trp Gly Gin Gly Thr 
100 105 110 



336 



act etc aca gtc tec tea 
Thr Leu Thr Val Ser Ser 
115 



354 



i±iiE# 2004-3036755 



#02 003-091663 



^-i^: 29/ 



<210> 4 

<211> 330 

<212> DNA 

<213> Unknown 
<220> 

<223> DNA encoding polypeptide of L-chain variable region of 
monoclonal antibody Dx 3150 



<400> 4 

cag get gtt gtg act cag gaa tct gca etc acc aca tea cct ggt gaa 
Gin Ala Val Val Thr Gin Glu Ser Ala Leu Thr Thr Ser Pro Gly Glu 
15 10 15 



aca gtc aca etc act tgt egc tea agt act ggg get gtt aca act agt 
Thr Val Thr Leu Thr Cys Arg Ser Ser Thr Gly Ala Val Thr Thr Ser 
20 25 30 



aac tat gee aac tgg gtc caa gaa aaa cea gat eat tta tte act ggt 
Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp His Leu Phe Thr Gly 
35 40 45 



144 



eta ata ggt aat acc aac aac cga get cea ggt gtt cct gee aga tte 
Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val Pro Ala Arg Phe 
50 55 60 

tct ggc tec ctg att gga gae aag get gee etc ace ate aca ggg gca 
Ser Gly Ser Uu He Gly Asp Lys Ala Ala Leu Thr He Thr Gly Ala 
65 70 75 80 



miE# 2004-3036755 
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^-v^ : 30/ 



cag act gag gat gag gcg ata tat ttc tgt get ctt tgg tac aac acc 
Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tyr Asn Thr 
85 90 95 



288 



cat ttg gtg ttc ^t gga gga acc aga ctg act gtc eta ggc 
His Leu Val Phe Gly Gly Gly Thr Arg Leu Thr Val Leu Gly 
100 105 110 



330 



<210> 5 

<211> 114 

<212> PRT 

<213> Unknown 
<220> 

<223> Polypeptide of H-chain variable region of 
monoclonal antibody Dx 3860 

<400> 5 

Glu Val Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly 
15 10 15 

Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 

Ala Met Ser Trp Val Arg Gin Thr Pro Glu Lys Arg Leu Glu Trp Val 
35 40 45 

Ala Ser Phe Ser Asn Gly Gly He Thr Tyr Tyr Pro Asp Ser Val Lys 

lliiE# 2004-3036755 



S^m 2003-091663 



^-V: 31/ 



50 55 60 

Gly Arg Phe Tlir He Ser Arg Asp Asn Ala Arg Asn He Leu Tyr Leu 
65 70 75 80 

Gin Met Thr Ser Leu Arg Ser Glu Asp Thr Ala He Tyr Tyr Cys Ala 
85 90 95 

Arg Gly Tyr Gly Pro Ala Tyr Trp Gly Gin Gly Thr Leu Val Thr Val 
100 105 110 

Ser Ala 



<210> 6 

<211> 110 

<212> PRT 

<213> Unknown 
<220> 

<223> Polypeptide of L-chain variable region of 
monoclonal antibody Dx 3860 

<400> 6 

Gin Ala Val Val Thr Gin Glu Ser Ala Leu Thr Thr Ser Pro Gly Glu 
15 10 15 

Thr Val Thr Uu Thr Cys Arg Ser Ser Thr Gly Ala Val Thr Thr Leu 
20 25 30 



ffiiE# 2004-3036755 
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^-v : 32/ 



Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp His Leu Phe Thr Gly 
35 40 45 

Uu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val Pro Ala Arg Phe 
50 55 60 

Ser Gly Ser Leu He Gly Asp Lys Ala Ala Leu Thr He Thr Gly Ala 
65 70 75 80 

Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tyr Ser Asn 
85 90 95 

His Uu Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 
100 105 110 



<210> 7 

<211> 118 

<212> PET 

<213> Unknown 
<220> 

<223> Polypeptide of H-chain vzuriable region of 
monoclonal antibody Dx 3150 

<400> 7 

Asp Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin 
15 10 15 

Ser Leu Ser Uu Thr Cys Ser Val Thr Gly Tyr Ser He Thr Ser Gly 

2004-3036755 



#^2 003-091663 



^-v: 33/ 



20 25 30 

Phe Tyr Trp Asn Trp He Arg Gin Phe Pro Gly Asn Lys Leu Glu Trp 
35 40 45 

Met Gly Tyr He Ser Tyr Asp Gly Tyr Asn Asn Tyr Asn Pro Phe Leu 
50 55 60 

Lys Asn Arg Val Ser He Thr Arg Asp Thr Ser Glu Asn Gin Phe Phe 
65 70 75 80 

Leu Lys Leu His Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr Tyr Cys 
85 90 95 

Val Ser Tyr Gly Ser Arg Arg Gly Val Thr Tyr Trp Gly Gin Gly Thr 
100 105 110 

Thr Leu Thr Val Ser Ser 
115 



<210> 8 
<211> 110 
<212> PRT 
<213> Unknown 
<220> 

<223> Polypeptide of L-chain variable region of 
monoclonal antibody Dx 3150 

mU<W 2004-3036755 



mm. 2003-091663 



^-'J : 34/ 



<400> 8 

Gin Ala Val Val Thr Gin Glu Ser Ala Leu Thr Thr Ser Pro Gly Glu 
15 10 15 

Thr Val Thr Leu Thr Cys Arg Ser Ser Thr Gly Ala Val Thr Thr Ser 
20 25 30 

Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp His Leu Phe Thr Gly 
35 40 45 

Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val Pro Ala Arg Phe 
50 55 60 

Ser Gly Ser Leu He Gly Asp Lys Ala Ala Leu Thr He Thr Gly Ala 
65 70 75 80 

Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tyr Asn Thr 
85 90 95 

His Leu Val Phe Gly Gly Gly Thr Arg Leu Thr Val Leu Gly 
100 105 110 



<210> 9 

<211> 8 

<212> PRT 

<213> Unknown 
<220> 

<223> Peptide of CDR 1 in H-chain variable region of 

tHiE# 2004-3036755 



S^m. 2003-091663 



^-Z^ : 35/ 



monoclonal antibody Dx 3860 
<400> 9 

Gly Phe Thr Phe Ser Ser Tyr Ala 
1 5 



<210> 10 

<211> 7 

<212> PRT 

<213> Unknown 
<220> 

<223> Peptide of CDR 2 in H-chain variable region of 
monoclonal antibody Dx 3860 

<400> 10 

Phe Ser Asn Gly Gly He Thr 
1 5 



,<210> 11 

<211> 8 

<212> PRT 

<213> Unknown 

<220> 

<223> Peptide of CDR 3 in H-chain variable region of 
monoclonal antibody Dx 3860 

<400> 11 

miiE# 2004-3036755 



#M2 0 0 3-0 9 1 6 6 3 ^-vl 36/ 




Ala Arg Gly Tyr Gly Pro Ala Tyr 



<210> 12 

<211> 9 

<212> PRT 

<213> Unknown 

<220> 

<223> Peptide of CDR 1 in L-chain variable region of 
monoclonal antibody Dx 3860 

<400> 12 

Thr Gly Ala Val Thr Thr Leu Asn Tyr 
1 5 



<210> 13 

<211> 8 

<212> PRT 

<213> Unknown ... . 

<220> 

<223> Peptide of CDR 3 in L-chain variable region of 
monoclonal antibody Dx 3860 

<400> 13 

Ala Leu Trp Tyr Ser Asn His Leu 
1 5 



aiaE# 2004-3036755 



#M 2003-091663 
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<210> 14 

<211> 9 

<212> PRT 

<213> Unknown 
<220> 

<223> Peptide of CDR 1 in H-chain variable region of 
monoclonal antibody Dx 3150 

<400> 14 

Gly Tyr Ser He Thr Ser Gly Phe Tyr 
1 5 



<210> 15 

<211> 7 

<212> PRT 

<213> Unknown 
<220> 

<223> Peptide of CDR 2 in H-chain variable region of 
monoclonal antibody Dx 3150 

<400> 15 

He Ser Tyr Asp Gly Tyr Asn 
1 5 



<210> 16 
<211> 11 

aiiiE# 2004-3036755 
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<212> PRT 
<213> Unknown 
<220> 

<223> Peptide of CM 3 in H-chain variable region of 
monoclonal antibody Dx 3150 

<400> 16 

Val Ser Tyr Gly Ser Arg Arg Gly Val Thr Tyr 
1 5 10 



<210> 17 

<211> 9 

<212> PRT 

<213> Unknown 
<220> 

<223> Peptide of CDR 1 in L-chain variable region of 
monoclonal antibody Dx 3150 

<400> 17 

Thr Gly Ala Val Thr Thr Ser Asn Tyr 
1 5 



<210> 18 
<211> 9 
<212> PRT 
<213> Unknown 
<220> 

fflSE#2 004-3036755 



#M 2003-091663 



<223> Peptide of CDR 3 in L-chain variable region of 
monoclonal antibody Dx 3150 

<400> 18 

Ala Leu Trp Tyr Asn Thr His Leu Val 
1 5 



<210> 19 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 19 

gggaattcat grasttskgg ytmarctkgr ttt 

<210> 20 

<211> 36 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Primer 

<400> 20 

actagtcgac atggrcagrc ttacwtyytc attcct 



#M 2003-091663 



^-v: 40/ 



<210> 21 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 21 

actagtcgac atgatggtgt taagtcttct gtacct 

<210> 22 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 22 

actagtcgac atg^atgga gctrtatcat sytctt 

<210> 23 

<211> 35 

<212> DNA 

<213> Artificial Sequaice 
<220> 



miE# 2004-3036755 



S^m 2003-091663 
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<221> modified base 
<222> (30).. (30) 
<223> i 

<400> 23 

cccaagcttc cagggrccar kggataracn grtgg 



<210> 24 

<211> 33 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Primer 

<400> 24 

gggaattcat ggcctggayt ycwctywtmy tct 33 



<210> 25 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<221> modified base 

<222> (24) . . (24) 

<223> i 

<400> 25 

maE# 2004-3036755 



#0 2003-091663 



^-v: 42/ 



cccaagctta gctcytcwgw gganggyggr aa 



<210> 26 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 26 

taatacgact cactata^ 

<210> 27 

<211> 45 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Linker 

<400> 27 

ggaggaggcg gttcaggcgg aggtggctct ggcggtggcg gatcc 



<210> 28 
<211> 33 
<212> DNA 

<213> Artificial Sequence 

miE#2 004-3036755 



#1^2 003-091663 



^-i^ : 43/ 



<220> 

<223> Primer 
<400> 28 

gaccatggaa gtgaagctgg tggagtccgg ggg 

<210> 29 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 29 

cctccggaag agacagtgac cagggtacct t^c 

<210> 30 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 30 

gcggatccca ggctgttgtg actcaggaat ct 



ffiSE# 2004-3036755 



#0 2003-091663 



^--J : 44/ 



<210> 31 

<211> 31 

<212> DM 

<213> Artificial Sequence 

<220> 

<223> Primer 

<400> 31 

gagcggccgc gcctaggaca gtcagtttgg t 31 

<210> 32 

<211> 40 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 32 

ggtaccctgg tcactgtctc ttccggagga ggcggttcag 40 

<210> 33 

<211> 41 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

IUIE# 2004-3036755 



#M 2 0 0 3-0 9 1 6 6 3 ^- v I 45/ 

<400> 33 

agattcctga gtcacaacag cctgggatcc gccaccgcca g 41 

<210> 34 

<211> 34 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Primer 

<400> 34 

gaccatggcc caggctgttg tgactcagga atct 34 

<210> 35 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 35 

cctcc^agc cta^cagt cagtttggtt cctcc 35 

<210> 36 
<211> 37 
<212> DNA 

miE# 2004-3036755 
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<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 36 

gcggatccga agtgaagctg gtggagtccg ggggagg 

<210> 37 

<211> 31 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Primer 

<400> 37 

gagcggccgc tgcagagaca gtgaccagag t 

<210> 38 

<211> 40 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 38 

accaaactga ctgtcctagg ctccggagga ggcggttcag 



tbiE# 2004-3036755 



#m 2003-091663 
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<210> 39 

<211> 41 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 39 

ccc^actcc accagcttca cttcggatcc gccaccgcca g 41 

<210> 40 

<211> 33 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Primer 

<400> 40 

gaccatggat gtacagcttc aggagtcagg acc 33 

<210> 41 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

tfiiE# 2004-3036755 



0 0 3-0 9 1 6 6 3 

<400> 41 

cctggaaact gccgaatcca gttccagt 28 

<210> 42 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 42 

actggaactg gattcggcag tttccagg 28 



<210> 43 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 43 

cctccggagg agactgtgag agtggtacct t^c 



34 



<210> 44 
<211> 32 



aifE# 2004-3036755 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 44 

gcggatccca ggctgttgtg actcaggaat ct 



<210> 45 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 



<400> 45 

31 



gagcggccgc gcctaggaca gtcagtctgg t 



<210> 46 
<211> 40 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Primer 
<400> 46 

ggtaccactc tcacagtctc ctccggagga ggcggttcag 40 

tHSE# 2004-3036755 
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<210> 47 

<211> 41 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 47 

agattcctga gtcacaacag cctgggatcc gccaccgcca g 41 

<210> 48 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 48 

gaccatggcc caggctgttg tgactcagga atct 34 

<210> 49 
<211> 35 
<212> DNA 

<213> Artificial Sequence 

<220> 

miiE# 2004-3036755 



S^m 2003-0916 

<223> Primer 
<400> 49 

cctccggagc ctaggacagt cagtctggtt cctcc 

<210> 50 

<211> 37 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 50 

gcggatccga tgtacagctt ca^agtcag gacctgg 

<210> 51 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 51 

cctggaaact gccgaatcca gttccagt 



<210> 52 



S^m 2003-091663 



^-v : 52/ 



<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 52 

actggaactg gattcggcag tttccagg 28 

<210> 53 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 53 

gagcggccgc tgaggagact gtgagagtgg t 31 

<210> 54 

<211> 40 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 54 

miEi^2 004-3036755 



#^2 003-091663 



^-v : 53/ 



accagactga ctgtcctagg ctccggagga ggcggttcag 



<210> 55 

<211> 41 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 55 

tcctgactcc tgaagctgta catcggatcc gccaccgcca g 41 

<210> 56 
<211> 717 
<212> DNA 
<213> Unknown 
<220> 

<223> scFv fragment Dx3860HL 
<400> 56 

gaa gtg aag ctg gtg gag tec ggg gga ggc tta gtg aag cct gga ggg 48 
GIu Val Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly 
15 10 15 

tec ctg aaa etc tec tgt gea gee tet gga ttc act tte agt tee tat 96 
Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 

miE#2 004-3036755 
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gcc atg tct tgg gtt cgc cag act cca gag aag agg ctg gag tgg gtc 
Ala Met Ser Trp Val Arg Gin Thr Pro Glu Lys Arg Leu Glu Trp Val 
35 40 45 



144 



gca tec ttt agt aat ggt ggt ate acc tac tat cca gac agt gtg aag 
Ala Ser Phe Ser Asn Gly Gly He Thr Tyr Tyr Pro Asp Ser Val Lys 
50 55 60 



192 



ggc cga ttc acc ate tec aga gat aat gcc agg aac ate ctg tac ctg 
Gly Arg Phe Thr He Ser Arg Asp Asn Ala Arg Asn He Leu Tyr Leu 
65 70 75 80 



240 



caa atg ace agt ctg agg tct gag gac aeg gee att tat tac tgt gca 
Gin Met Thr Ser Leu Arg Ser Glu Asp Thr Ala He Tyr Tyr Cys Ala 
85 90 95 



288 



aga ggc tat ggt cet get tac tgg ggc caa ggt acc ctg gtc act gtc 
Arg Gly Tyr Gly Pro Ala Tyr Trp Gly Gin Gly Thr Leu Val Thr Val 
100 105 110 



tct tee ^a gga ggc ggt tea ggc gga ggt ggc tct ggc ggt ggc gga 
Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly 
115 120 125 



336 



384 



tec cag get gtt gtg act cag gaa tct gca etc ace aca tea cet ggt 
Ser Gin Ala Val Val Thr Gin Glu Ser Ala Leu Thr Thr Ser Pro Gly 
130 135 140 



432 



aiSE# 2004-3036755 
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gaa aca gtc aca etc act tgt cgc tea agt act ggg get gtt aca act 
Glu Thr Val Thr Leu Thr Cys Arg Ser Ser Thr Gly Ala Val Thr Thr 
145 150 155 160 



480 



ctt aac tat gee aac tgg gtc caa gaa aaa cca gat cat tta tte act 
Leu Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp His Leu Phe Thr 
165 170 175 



528 



ggt eta ata ggt aat ace aac aac cga get cca ggt gtt cct gee aga 
Gly Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val Pro Ala Arg 
180 185 190 



576 



tte tea gge tec ctg att gga gae aag get gee etc ace ate aca 
Phe Ser Gly Ser Leu He Gly Asp Lys Ala Ala Leu Thr He Thr Gly 
195 200 205 



624 



gca cag act gag gat gag gea ata tat tte tgt get eta tgg tac age 
Ala Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tyr Ser 
210 215 220 



672 



aac cat ttg gtg tte ggt gga gga ace aaa ctg act gtc eta ggc 
Asn His Leu Val Phe Gly Gly Gly Thr Lys Leu Thr Val heu Gly 
225 230 235 



717 



<210> 57 

<211> 720 

<212> DNA 

<213> Unknown 



tbaE#2 004-3036755 



S^m 2003-091663 



^-v^ : 56/ 



48 



<220> 

<223> scFv fragment Dx3860LH 
<400> 57 

cag get gtt gtg act cag gaa tct gca etc aec aca tea cct ggt gaa 
Gin Ala Val Val Thr Gin Glu Ser Ala Leu Hir Thr Ser Pro Gly Glu 
15 10 15 

aca gtc aca etc act tgt cgc tea agt act ggg get gtt aca act ctt 
Thr Val Thr Leu Thr Cys Arg Ser Ser Thr Gly Ala Val Thr Thr Leu 
20 25 30 



aac tat gee aac tgg gtc caa gaa aaa cea gat cat tta ttc act ggt 144 
Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp His Leu Phe Thr Gly 
35 40 45 



96 



192 



240 



eta ata ggt aat ace aac aac ega get cea ggt gtt cct gee aga ttc 
Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val Pro Ala Arg Phe 
50 55 60 

tea gge tee etg att gga gac aag get gee etc acc ate aca ggg gca 
Ser Gly Ser Leu He Gly Asp Lys Ala Ala Leu Thr He Thr Gly Ala 
65 70 75 80 

cag act gag gat gag gca ata tat ttc tgt get eta tgg tac age aac 
Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tyr Ser Asn 
85 90 95 



cat ttg gtg ttc ggt gga gga acc aaa etg act gtc eta ggc tec gga 336 



288 



miE# 2004-3036755 
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His Leu Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Gly 
100 105 110 



gga ggc ggt tea ggc gga ggt ggc tct ggc ggt ggc gga tec gaa gtg 
Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Val 
115 120 125 



384 



aag etg gtg gag tee ggg gga gge tta gtg aag eet gga ggg tee etg 
Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly Ser Leu 
130 135 140 



432 



aaa cte tee tgt gea gee tet gga tte aet tte agt tee tat gee atg 
Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
145 150 155 160 



480 



tet tgg gtt ege eag aet eea gag aag agg etg gag tgg gte gea tee 
Ser Trp Val Arg Gin Thr Pro Glu Lys Arg Leu Glu Trp Val Ala Ser 
165 170 175 



528 



ttt agt aat ggt ggt ate aee tac tat eea gae agt gtg aag ^e ega 
Phe Ser Asn Gly Gly He Thr Tyr Tyr Pro Asp Ser Val Lys Gly Arg 
180 185 190 



576 



tte aee ate tee aga gat aat gee agg aae ate etg tae etg eaa atg 
Phe Thr He Ser Arg Asp Asn Ala Arg Asn He Leu Tyr Leu Gin Met 
195 200 205 



624 



aee agt etg agg tet gag gae aeg gee att tat tae tgt gea aga ggc 
Thr Ser Leu Arg Ser Glu Asp Thr Ala He Tyr Tyr Cys Ala Arg Gly 



672 



mWE^ 2004-3036755 



2003-091663 



-^->^: 58/ 



210 215 220 

tat ggt cct get tac tgg ggc caa ggg act ctg gtc act gtc tct gca 
Tyr Gly Pro Ala Tyr Trp Gly Gin Gly Thr Leu Val Thr Val Ser Ala 
225 230 235 240 



48 



<210> 58 
<211> 729 
<212> DNA 
<213> Unknown 
<220> 

<223> scFv fragment Dx3150HL 
<400> 58 

gat gta cag ctt cag gag tea gga cct ggc etc gtg aaa cct tct cag 
Asp Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin 
15 10 15 

tct ctg tct etc ace tgt tct gtc act ggc tac tee ate ace agt ggc 
Ser Leu Ser Leu Thr Cys Ser Val Thr Gly Tyr Ser He Thr Ser Gly 
20 25 30 



ttt tac tgg aac t^ att egg cag ttt cea gga aac aaa ctg gaa tgg 144 
Phe Tyr Trp Asn Trp He Arg Gin Phe Pro Gly Asn Lys Leu Glu Trp 
35 40 45 

atg ggc tac at a age tac gac ggt tac aat aat tac aac cea ttt etc 192 
Met Gly Tyr He Ser Tyr Asp Gly Tyr Asn Asn Tyr Asn Pro Phe Leu 



96 



ffiiE# 2004-3036755 



#02 003-0 9. 1663 



^->^ : 59/ 



50 



55 



60 



aaa aat cga gtg tec ate aet egt gae aea tct gag aac cag ttt ttc 
Lys Asn Arg Val Ser He Thr Arg Asp Thr Ser Glu Asn Gin Phe Phe 
65 70 75 80 



240 



etg aag ttg cat tet gtg aet act gag gae aea get aea tat tac tgt 
Leu Lys Leu His Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr Tyr Cys 
85 90 95 



288 



gta agt tac ggt agt egg agg gga gtt ace tac tgg ggc eaa ggt ace 
Val Ser Tyr Gly Ser Arg Arg Gly Val Thr Tyr Trp Gly Gin Gly Thr 
100 105 110 



336 



aet etc aea gte tec tee gga gga ggc ggt tea ggc gga ggt ggc tct 
Thr Leu Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
115 120 125 



384 



ggc ggt ggc gga tec cag get gtt gtg aet cag gaa tet gea etc ace 
Gly Gly Gly Gly Ser Gin Ala Val Val Thr Gin Glu Ser Ala Leu Thr 
130 135 140 



432 



aea tea cet ggt gaa aea gte aea etc aet tgt cge tea agt act ggg 
Thr Ser Pro Gly Glu Thr Val Thr Leu Thr Cys Arg Ser Ser Thr Gly 
145 150 155 160 



480 



get gtt aea act agt aac tat gee aac tgg gte eaa gaa aaa cca gat 
Ala Val Thr Thr Ser Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp 
165 170 175 



528 



mSE# 2004-3036755 



#0 2003-091663 



^-v: 60/ 



cat tta ttc act ggt eta ata ggt aat ace aac aac cga get cca ggt 
His Leu Phe Thr Gly Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly 
180 185 190 



576 



gtt cct gcc aga ttc tct ggc tec ctg att gga gac aag get gcc etc 
Val Pro Ala Arg Phe Ser Gly Ser Leu He Gly Asp Lys Ala Ala Leu 
195 200 205 



624 



acc ate aca ggg gca cag act gag gat gag geg ata tat ttc tgt get 
Thr He Thr Gly Ala Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala 
210 215 220 



672 



ctt tgg tac aac acc cat ttg gtg ttc ggt gga gga aec aga ctg act 
Leu Trp Tyr Asn Thr His Leu Val Phe Gly Gly Gly Thr Arg Uu Thr 
225 230 235 240 



720 



gte eta ggc 
Val Leu Gly 



729 



<210> 59 

<211> 732 

<212> DNA 

<213> Unknown 
<220> 

<223> scFv fragment Dx3150LH 

<400> 59 



thiE# 2004-3036755 



S^m 2003-091663 



^--J : 61/ 



48 



cat ttg gtg ttc ggt gga gga acc aga ctg act gtc eta ^c tec gga 
His Leu Val Phe Gly Gly Gly Thr Arg Leu Thr Val Leu Gly Ser Gly 
100 105 110 

gga ggc ggt tea gge gga ggt ggc tct ggc ggt ggc gga tec gat gta 



96 



144 



cag get gtt gtg act eag gaa tet gca etc ace aca tea cet ggt gaa 
Gin Ala Val Val Thr Gin Glu Ser Ala Leu Thr Thr Ser Pro Gly Glu 
15 10 15 

aea gtc aca etc act tgt egc tea agt act ggg get gtt aca act agt 
Thr Val Thr Leu Thr Cys Arg Ser Ser Thr Gly Ala Val Thr Thr Ser 
20 25 30 

aac tat gee aac tgg gtc caa gaa aaa eca gat cat tta ttc act ggt 
Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp His Leu Phe Thr Gly 
35 40 45 

eta ata ggt aat acc aac aac ega get eca ggt gtt cet gee aga ttc 
Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val Pro Ala Arg Phe 
50 55 60 

tct ggc tee ctg att gga gae aag get gee etc ace ate aea ggg gca 
Ser Gly Ser Leu He Gly Asp Lys Ala Ala Leu Thr He Thr Gly Ala 
65 70 75 80 



cag act gag gat gag gcg ata tat ttc tgt get ett tgg tac aac ace 288 
Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tyr Asn Thr 
85 90 95 



192 



240 



336 



384 



miE# 2004-3036755 



#M 2003-091663 



^--J: 62/ 



Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp Val 
115 120 125 



cag ctt cag gag tea gga cct etc gtg aaa cct tct cag tct ctg 
Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin Ser Leu 
130 135 140 



432 



tct etc acc tgt tct gtc act ggc tac tec ate ace agt ggc ttt tac 
Ser Leu Thr Cys Ser Val Thr Gly Tyr Ser He Thr Ser Gly Phe Tyr 
145 150 155 160 



480 



tgg aac t^ att c^ cag ttt cca gga aac aaa ctg gaa t^ atg ggc 
Trp Asn Trp He Arg Gin Phe Pro Gly Asn Lys Leu Glu Trp Met Gly 
165 170 175 



528 



tac ata age tac gac ^t tac aat aat tac aac cca ttt etc aaa aat 
Tyr He Ser Tyr Asp Gly Tyr Asn Asn Tyr Asn Pro Phe Leu Lys Asn 
180 185 190 



576 



cga gtg tec ate act cgt gac aca tct gag aac cag ttt tte ctg aag 
Arg Val Ser He Thr Arg Asp Thr Ser Glu Asn Gin Phe Phe Leu Lys 
195 200 205 



624 



ttg eat tct gtg act act gag gac aca get aca tat tac tgt gta agt 
Leu His Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr Tyr Cys Val Ser 
210 215 220 



672 



tac ^t agt c^ agg gga gtt acc tac tgg ggc caa ^e ace act etc 
Tyr Gly Ser Arg Arg Gly Val Thr Tyr Trp Gly Gin Gly Thr Thr Leu 



720 



ttiiE# 2004-3036755 



#M 2003-091663 



^-v : 63/ 



225 



230 



235 



240 



aca gtc tec tea 
Thr Val Ser Ser 



732 



<210> 60 
<211> 239 
<212> PRT 
<213> Unknown 
<220> 

<223> Polypeptide eneoded by seFv fragment Dx3860HL 
<400> 60 

Glu Val Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly 
15 10 15 

Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 

Ala Met Ser Trp Val Arg Gin Thr Pro Glu Lys Arg Leu Glu Trp Val 
35 40 45 

Ala Ser Phe Ser Asn Gly Gly He Thr Tyr Tyr Pro Asp Ser Val Lys 
50 55 60 

Gly Arg Phe Thr He Ser Arg Asp Asn Ala Arg Asn He Leu Tyr Leu 
65 70 75 80 



ffiiE# 2004-3036755 



S^m 2003-091663 



^--J : 64/ 



Gin Met Thr Ser Leu Arg Ser Glu Asp Hir Ala He Tyr Tyr Cys Ala 
85 90 95 

Arg Gly Tyr Gly Pro Ala Tyr Trp Gly Gin Gly Thr Leu Val Thr Val 
100 105 110 

Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly 
115 120 125 

Ser Gin Ala Val Val Thr Gin Glu Ser Ala Leu Thr Thr Ser Pro Gly 
130 135 140 

Glu Thr Val Thr Leu Thr Cys Arg Ser Ser Thr Gly Ala Val Tlir Thr 
145 150 155 160 

Leu Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp His Leu Phe Thr 
165 170 175 

Gly Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val Pro Ala Arg 
180 185 190 

Phe Ser Gly Ser Leu He Gly Asp Lys Ala Ala Leu Thr He Thr Gly 
195 200 205 

Ala Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tyr Ser 
210 215 220 

Asn His Leu Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 
225 230 235 



ffiSE# 2004-3036755 



S^m 2003-091663 



^-v : 65/ 



<210> 61 
<211> 240 
<212> PRT 
<213> Unknown 
<220> 

<223> Polypeptide encoded by scFv fragment Dx3860LH 
<400> 61 

Gin Ala Val Val Thr Gin Glu Ser Ala Leu Thr Thr Ser Pro Gly Glu 
15 10 15 

Thr Val Thr Leu Thr Cys Arg Ser Ser Thr Gly Ala Val Thr Thr Leu 
20 25 30 

Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp His Leu Phe Thr Gly 
35 40 45 

Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val Pro Ala Arg Phe 
50 55 60 

Ser Gly Ser Leu He Gly Asp Lys Ala Ala Leu Thr He Thr Gly Ala 
65 70 75 80 

Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tyr Ser Asn 
85 90 95 

His Leu Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Gly 

mSE#2 004-3036755 



#M 2003-091663 



^-v: 66/ 



ICQ 105 110 

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Val 
115 120 125 

Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly Ser Leu 
130 135 140 

Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
145 150 155 160 

Ser Trp Val Arg Gin Thr Pro Glu Lys Arg Leu Glu Trp Val Ala Ser 
165 170 175 

Phe Ser Asn Gly Gly He Thr Tyr Tyr Pro Asp Ser Val Lys Gly Arg 
180 185 190 

Phe Thr He Ser Arg Asp Asn Ala Arg Asn He Leu Tyr Leu Gin Met 
195 200 205 

Thr Ser Leu Arg Ser Glu Asp Thr Ala He Tyr Tyr Cys Ala Arg Gly 
210 215 220 

Tyr Gly Pro Ala Tyr Trp Gly Gin Gly Thr Leu Val Thr Val Ser Ala 
225 230 235 240 



<210> 62 
<211> 243 



ttSiE# 2004-3036755 



#M 2003-091663 



^-'>': 67/ 



<212> PRT 

<213> Unknown 
<220> 

<223> Polypeptide encoded by scFv fragment Dx3150HL 

<400> 62 

Asp Val Gin Leu Gin Glu Ser Gly Pro Gly Uu Val Lys Pro Ser Gin 

1 5 10 15 

Ser Leu Ser Leu Thr Cys Ser Val Thr Gly Tyr Ser He Thr Ser Gly 
20 25 30 

Phe Tyr Trp Asn Trp He Arg Gin Phe Pro Gly Asn Lys Leu Glu Trp 
35 40 45 

Met Gly Tyr He Ser Tyr Asp Gly Tyr Asn Asn Tyr Asn Pro Phe Leu 
50 55 60 

Lys Asn Arg Val Ser He Thr Arg Asp Thr Ser Glu Asn Gin Phe Phe 
65 70 75 80 

Leu Lys Leu His Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr Tyr Cys 
85 90 95 

Val Ser Tyr Gly Ser Arg Arg Gly Val Ihr Tyr Trp Gly Gin Gly Thr 
100 105 110 

Thr Leu Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
115 120 125 

miE# 2004-3036755 



S^m2 003-091663 



^-y. 68/ 



Gly Gly Gly Gly Ser Gin Ala Val Val Thr Gin GIu Ser Ala Leu Thr 
130 135 140 

Thr Ser Pro Gly Glu Thr Val Thr Leu Thr Cys Arg Ser Ser Thr Gly 
145 150 155 160 

Ala Val Thr Thr Ser Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp 
165 170 175 

His Leu Phe Thr Gly Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly 
180 185 190 

Val Pro Ala Arg Phe Ser Gly Ser Leu He Gly Asp Lys Ala Ala Leu 
195 200 205 

Thr He Thr Gly Ala Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala 
210 215 220 

Leu Trp Tyr Asn Thr His Leu Val Phe Gly Gly Gly Thr Arg Leu Thr 
225 230 235 240 



Val Leu Gly 



<210> 63 

<211> 244 

<212> PRT 

<213> Unknown 



tBIE# 2004-3036755 



#M2 003-091663 



^--J: 69/ 



<220> 

<223> Polypeptide encoded by scFv fragment Dx3150LH 
<400> 63 

Gin Ala Val Val Thr Gin Glu Ser Ala Leu Thr Thr Ser Pro Gly Glu 
15 10 15 

Thr Val Thr Leu Thr Cys Arg Ser Ser Thr Gly Ala Val Thr Thr Ser 
20 25 30 

Asn Tyr Ala Asn Trp Val Gin Glu Lys Pro Asp His Leu Phe Thr Gly 
35 40 45 

Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val Pro Ala Arg Phe 
50 55 60 

Ser Gly Ser Leu He Gly Asp Lys Ala Ala Leu Thr He Thr Gly Ala 
65 70 75 80 

Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tyr Asn Thr 

85 . 90 95 

His Uu Val Phe Gly Gly Gly Thr Arg Leu Thr Val Leu Gly Ser Gly 
100 105 110 

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp Val 
115 120 125 

Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin Ser Leu 

ffilE# 2004-3036755 



2003-091663 



^-V : 70/ 



130 135 140 

Ser Leu Thr Cys Ser Val Thr Gly Tyr Ser He Thr Ser Gly Phe Tyr 
145 150 155 160 

Trp Asn Trp He Arg Gin Phe Pro Gly Asn Lys Leu Glu Trp Met Gly 
165 170 175 

Tyr He Ser Tyr Asp Gly Tyr Asn Asn Tyr Asn Pro Phe Leu Lys Asn 
180 185 190 

Arg Val Ser He Thr Arg Asp Thr Ser Glu Asn Gin Phe Phe Leu Lys 
195 200 205 

Leu His Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr Tyr Cys Val Ser 
210 215 220 

Tyr Gly Ser Arg Arg Gly Val Thr Tyr Trp Gly Gin Gly Thr Thr Leu 
225 230 235 240 

Thr Val Ser Ser 

7<y BMnis ^ nm'w[mn^ ( c d r i ~ 3 ) (o^w^^-t^nrnx-^ o 

[1112] i^n--t-;i/i(L#Dx3 8 6 0 <^ LilRT^MitODN A@e^ij^ 

T<y msmis x t/jgnr^^^Jt ( c d r i ~ 3 ) (D^n^^^-tmnm-^^^ o 
7 ^ y^mMnis xxfmnmmmcDR i ~3)<^ee=sr^-r@fi^jia"t^*So 
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[114] ^U—^}l^^i^Dx3 1 5 0<^)L|inr^lSltODNAiB^J. 

r^y BMnis X r/m^^^i^ ( c d r i ~ 3 ) coisg ^^•tSB^'Jii"e^> ^ o 

[HIS] scFv7^^'^ > bDx3 8 6 0HL<O#M'??*)^o 

[116] scFv"7 7^;'{>hDx3 8 6 OLHO^EHt^fe-So 

[117] scFv^^iT^ :^ hDx3 1 5 0 H L O^BKH-eab^o 

[US] scFv-7 7iJ''p< > h Dx3 1 5 0 LHcomf^m'^-^^o 

[HQ] tiT;2, 3, 4, 7, 8-PeCDF scFv«rfflv^fj:F^^^'^-< Ay T y 

-fe^tl<t I?. 2.3,4. 7, 8-PeCDFS:ifflaL7t|g:^^^-ri^^'7-e^;2)o 
[HI 0] H«InriS^it^°';^:7'^Klii^3't*T:2, 3.4,7. S-PeCDF 
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[mm^] mm 
[mi] 

Dx3860 Vh 

1 GMGTCMGCTGGTGQiGTCTG(K}CX;AG(X:mGTGAAGOCTGGA(XXiTtX;OT 60 

1 Clu Val Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly Ser Leu Lys Leu 20 

61 TO TCT GCA G(X TXn- GGA TTC ACT m ACT TCX: TAT GCC ATG TCT TCG GTT ACT 120 

21 Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met Ser Trp Val Arg Gin Thr 40 

CDRl-DIGT 

121 OCA GAG AAG AGG CTC GAG TGG GTC GCA TOC TIT AGT AAT GCT GGT ATC ACC TAC TAT CCA 180 

41 Pi-o Glu Lys Arg Leu Glu Trp Val Ala Ser Phe Ser Asn Gly Gly Ilo Hir Tyr Tyr Pro 60 

CWS-IMGT 

181 CAC AST GTG AAG GGC OGA TTC ADC ATC TCC AGA GAT AAT GCC AGO AAC ATC CTG TAC CTG 240 

61 Asp Ser Val Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ala Arg Asn lie Tyr Leu 80 

241 CAA ATG ACC ACT CTG AGG TCT GAG GAC ACC GCC ATT TAT TAC TCT GCA AGA GGC TAT GCT 300 

81 Gin Met Thr Ser Leu Arg Ser Glu Asp Thr Ala He Tyr Tyr Cys Ala Arg Gly Tyr Gly 100 

CMS-niGT 

301 OCT GCT TAC TGG go: CAA GGG ACT CTG GTC ACT GTC TCT GCA 342 

101 Pro Ala Tyr Trp Gly Gin Gly Thr L«i Val Thr Val Ser Ala 114 



m2] 

Dx3860 Vl 

1 CAGGCTffrTGTGACTCAGGAATCTGCACTCACCAQVTCACCTCCTGAAACAGTCACACrc 60 

1 Gin Ala Val Val Thr Gin Glu Ser Ala Leu Thr Thr Ser Pro Gly Glu Thr Val Thr Uu 20 

61 ACT TGT CGC TCA ACT ACT GGG GCT GTT ACA ACT CTT AAC TAT GCC AAC TOG GTC CAA GAA 120 

21 Thr Cys Arg Ser Ser Thr Gly Ala Val Thr Tlu- Leu Asn Tyr Ala Asn Trp Val Gin Glu 40 

CEKl-lMCT 

121 AAA CCA GAT CAT TTA TTC ACT GGT CTA ATA GCT AAT ACC AAC AAC CGA GCT CCA GCT GH 180 

41 Lys Pro Asp His Leu Hie Thr Gly Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val 60 

-CDR2-1MGT- 

181 CCT GCC AGA TTC TCA GGC TCC CTG ATT GGA GAC AAG GCT GCC CTC ACC ATC ACA GGG GCA 240 

61 Pro Ala Arg Phe Ser Gly Ser Leu He Gly Asp Lys Ala Ala Leu Thr He Thr Gly Ala SO 

241 CAG ACT GAG GAT GAG GCA ATA TAT TTC TCT GCT CTA TGG TAC AGC AAC CAT TTG GTG TTC 300 

81 Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tyr Ser Asn His Leu Val Phe 100 

CDR3-IMCT 

301 GCT GGA GGA ACC AAA CTG ACT GTC CTA GGC 330 

101 Gly Gly Gly Thr Lys Leu Thr Val Leu Gly HO 



tliiE# 2004-3036. 7 55 
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3] 
Dx3150 Vii 

1 Z^io^'^i^o^o{:.'^rGi;7^^^^^ 



1 GAT CTA CAG CTT CAG GAG TCA GGA OCT ox: Crc ore AM OT TCT CAG p 60 
I uKv WW V.W , J. . - Leu 20 



61 ACCTCTTCrtrrcACrGGCTACTOATCAir AGTGGCmTACTGGAACTOATCOT 120 

21 Thr Cys Ser Val Thr Gly Tyr Ser He Thr Ser Gly Phe Tyr Trp Asn Trp He Arg Gin 40 

CDRl-IMGT 

121 mOAGGAAACAAACTCGAAWATCGGCTACATAAGCTACGACGCT 1^ 

41 Phe Pro Gly Asn Lys Leu Glu Trp Met Gly Tyr lie Ser Tyr Asp Gl y Tyr Asn Asn Tyr 60 

— QnC-IMGT ~ 



181 AAC CCA TTT OC AAA AAT CGA GTG TOC ATC ACT OGT GAC ACA TO GAG 

61 Asn Pro Phe Uu Lys Asn Arg Val Ser He Thr Arg Asp Thr Ser Glu Asn Gin Phe Phe 

241 CTG AAG TTG CAT TCT GTC ACT ACT GAG GAC ACA GCT ACA TAT TAC TGT CTA ACT TAG GGT 

81 Leu Lys Uu His Ser Val Thr Tlir Glu Asp Thr Ala Thr Tyr Tyr Cys Val Ser Tyr Gly 



240 
80 



300 
100 



301 
101 



ACT CGG AGG GGA CTT ADC TAC TOG GGC CAA GGC ACC ACT CTC ACA GTC TCC TCA 354 
Ser Arg Arg Gly Val Tlu" Tyr Tip Gly Gin Gly Thr Thr Leu Thr Val Ser Ser 118 

— a)R3-BtGT- 



[1114] 
0x3150 Vl 

1 CAGGCTCTTCTCACTCAGGAATCTGCACFCAOCACATCAOCTGCTGAAACAGTCACACrc 60 
} ^ S Val £ Gin Glu Ser Ala Leu Thr Thr Ser Prt, Gly Glu Thr Val Thr Uu 20 

61 ACTTCTaKTCAACTACTGGGGCTGTrACAACTACTAACTATGTCMCTOGC^ 
21 Thr Cys Arg Ser Ser Thr Gly Ala Val Tlir Thr Ser Asn Tyr Ala Asn Trp Val Gin Glu 40 

CDRl-IMCT 

121 AAACCAGATCATTrATrCACTGCTCTAATAGCTAATAaMCMCOAGCTO^O^ 
41 Lys Pro Asp His Uu Phe Thr Gly Leu He Gly Asn Thr Asn Asn Arg Ala Pro Gly Val 60 

"■CDR2~IMCn' 

181 OCTGCCAGATrCTCTGGCTOCCTCATTGGAGACMGOTGXCTCi^ 240 



61 



Pro Ala Arg Phe Ser Gly Ser Leu He Gly Asp Lys Ala Ala Uu Thr He Thr Gly Ala 



241 QVGACTGAGGATGAGGCGATATATTTCTCTGCTCTTTCGTACMCAOCC^^ 300 
81 Gin Thr Glu Asp Glu Ala He Tyr Phe Cys Ala Leu Trp Tq; Asn Thr His Leu Val Phe 100 

CU<3-JMjI — " 



301 GCT GGA GGA ACC AGA CTG ACT GTC CTA CGC 
101 Gly Gly Gly Thr Arg Uu Thr Val Leu Gly 



330 
110 



ttJiE# 2004-3036755 



#M 2003-091663 



[HIS] 

Dx3860HL scFv 



1 GAA GTG AAG CTG GTG GAG TCC GGG GGA GGC TTA GTG AAG CCT GGA GGG TCC CTG AAA CTC 
CTT CAC TTC GAC CAC CTC AGG CCC CCT CCG AAT CAC TTC GGA CCT CCC AGG GAC TTT GAG 
1 Glu-Val-X-ys-Leu-Val-Glu-Ser-Giy-Gly-Gly-Leu-Vai-Lys-Pro-Gly-Gly-Ser-Leu-Lys-Leu 



18 



I nker 



60 
20 

120 



61 TCC TGT GCA GCC TCT GGA TTC ACT TTC AGT TCC TAT GCC ATG TCT TGG GTT CGC CAG ACT 
AGG ACA CGT CGG AGA CCT AAG TGA AAG TCA AGG ATA CGG TAG AGA ACC CAA GCG GTC TGA 
21 ser-Cya-Ala-Ala-Ser-Gly-Phe-Thr-Phe-Ser-Ser-Tyr-Ala-Met-Ser-Trp-Val-Arg-Gln-Thr 40 



121 CCA GAG AAG AGG CTG GAG TGG GTC GCA TCC TTT AGT AAT GGT GGT ATC ACC TAC TAT CCA 180 
GGT CTC TTC TCC GAC CTC ACC CAG CGT AGG AAA TCA TTA CCA CCA TAG TGG ATG ATA GGT 
41 Pro-Glu-Lys-Arg-Leu-Glu-Trp-Val-Ala-Ser-Phe-Ser-Asn-Gly-Gly-Ile-Tnr-Tyr-Tyr-Pro 



60 



I GAC AG^ GTG AAG C-GC CGA TTC ACC ATC TCC AGA GAT AAT GCC AGG AAC ATC CTG TAC CTG 240 
CTG TCA CAC TTC CCG GCT AAG TGG TAG AGG TCT CTA TTA CGG TCC TTG TAG GAC ATG GAC 
61 Asp-Ser~Val-Lys-Gly-Arg-Phe-Thr-I le-Ser-Arg-Asp-Asn-Ala-Arg-Asn-Ile-Leu-Tyr-Leu 90 

>41 CAA ATG ACC AGT CTG AGG TCT GAG GAC ACG GCC ATT TAT TAC TGT GCA AGA GGC TAT GGT 
GTT TAC TGG TCA GAC TCC AGA CTC CTG TGC CGG TAA ATA ATG ACA CGT TCT CCG ATA CCA 
81 Gin-Met -Thr-Ser-Leu-Arg-Ser-Glu-Asp-Thr-Ala-Xle-Tyr-Tyr-Cys-Ala-Arg-Gly-Tyr-Gly 



300 
100 



301 CCT GCT TAC TGG GGC CAA GGT ACC CTG GTC ACT GTC TCT TCC GGA GGA GGC GGT TCA GGC 360 
GGA SSa ATG ACC CCG GTT CCA TGG GAC CAG TGA CAG AGA AGG g^,j^^^..^«S^:^g ,20 
XOl Pro-Ala-Tyr-Trp-Gly-Gln-Gly-Thr-Leu-Val-Thr-Val-Ser-Ser-jaS^gSa^^m 



420 



361 GGA GGT GGC TCT GGC GGT GGC GGA TCC CAG GCT GTT GTG ACT CAG GAA TCT GCA CTC ACC 
CCT CCA CCG AGA CCG CCA CCG CCT AGG GTC CGA CAA CAC TGA GTC CTT AGA CGT GAG TGG 

1 21 &3^G^k(^^=^^?|G^?S^St^^S^pjS-^5j^ 



480 



4^1 ACA TCA CCT GGT GAA ACA GTC ACA CTC ACT TGT CGC TCA AGT ACT GGG GCT GTT ACA ACT 
TGT AGT GGA CCA CTT TGT CAG TGT GAG TGA ACA GCG AGT TCA TGA CCC CGA CAA TGT TGA 
141 Thr-Ser-Pro-Gly~Glu-Thr-Val-Thr-Leu-Thr-Cys-Arg-Ser-Ser-Thr-Gly-Ala-Val-Thr-Thr 160 



481 CTT AAC TAT GCC AAC TGG GTC CAA GAA AAA CCA GAT CAT TTA TTC ACT GGT CTA ATA GGT 540 

GAA TTG ATA CGG TTG ACC CAG GTT CTT TTT GGT CTA GTA AAT AAG TGA CCA GAT TAT CCA 
161 Leu-Asn-Tyr-Ala-Asn-Trp-Val-Gln-Glu-Lys-Pro-Asp-His-Leu-Phe-Thr-Gly-Leu-Ile-Gly 



180 



1 AAT ACC AAC AAC CGA GCT CCA GGT GTT CCT GCC AGA TTC TCA GGC TCC CTG ATT GGA GAC 
tIg ??G TTG GCT CGA GGT CCA CAA GGA CGG TCT AAG AGT CCG AGG GAC TAA CCT CTG 
181 Asn-Thr-Asn-Asn-Arg-Ala-Pro-Gly-Val-Pro-Ala-Arg-Phe-Ser-Gly-Ser-Leu-Ile-Giy-Asp 



600 
200 

660 



601 AAG GCT GCC CTC ACC ATC ACA GGG GCA CAG ACT GAG GAT GAG GCA ATA TAT TTC TGT GCT 
TTC CGA CGG GAG TGG TAG TGT CCC CGT GTC TGA CTC CTA CTC CGT TAT ATA AAG ACA CGA 
Lys-Ala-Ala-Leu-Thr-Ue-Thr-Gly-Ala-Gln-Thr-Glu-Asp-Glu-Ala-Ile-Tyr-Phe-Cys-Ala 220 



201 Lys- 



661 CTA TGG TAC AGC AAC CAT TTG GTG TTC GGT GGA GGA ACC AAA CTG ACT GTC CTA GGC 117 

GAT ACC ATG TCG TTG GTA AAC CAC AAG CCA CCT CCT TGG TTT GAC TGA CAG GAT CCG 
221 Leu-Trp-Tyr-Ser-Asn-His-Leu-Val-Phe-Gly-Gly-Gly-Thr-Lys-Leu-Thr-Val-Leu-GXy 



tmiE# 2004-3036755 
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4/ 



[me] 

Dx3860LH scFv 



1 CAG GCT GTT GTG ACT CAG GAA TCT GCA CTC ACC ACA TCA CCT GGT GAA ACA GTC ACA CTC 60 

GTC CGA CAA CAC TGA GTC CTT AGA CGT GAG TGG TGT AGT GGA CCA CTT TGT CAG TGT GAG 
i Gln-Ala-Val-VaX-Thr-Gln-Glu-Ser-Ala-Leu-Thr-Thr-Ser-Pro-Gly-Glu-Thr-Val-Thr-Leu 20 

KB- . 

61 ACT TGt CGC TCA AGT ACT GGG GCT GTT ACA ACT CTT AAC TAT GCC AAC TGG GTC CAA GAA 120 

TGA ACA GCG AGT TCA TGA CCC CGA CAA TGT TGA GAA TTG ATA CGG TTG ACC CAG GTT CTT 
21 Thr-Cys-Arg-Ser-Ser-Thr-Gly-Ala-Val-Thr-Thr-Ijeu-Asn-Tyr-Ala-Asn-Trp-Val-Gln-Glu 40 



121 AAA CCA GAT CAT TTA TTC ACT GGT CTA ATA GGT AAT ACC AAC AAC CGA GCT CCA GGT GTT 180 
TTT GGT CTA 6TA AAT AAG TGA CCA GAT TAT CCA TTA TGG TTG TTG GCT CGA GGT CCA CAA 
4 1 Lys- Pro-Asp- His-Leu-Phe-Thr-Gly-Leu-Ile-Gly-Asn-Thr-Asn-Asn-Arg-Ala-Pro-Gly-Val 60 



161 CCT GCC AGA TTC TCA GGC TCC CTG ATT GGA GAC AAG GCT GCC CTC ACC ATC ACA GGG GCA 240 
GGA CGG TCT AAG AGT CCG AGG GAC TAA CCT CTG TTC CGA CGG GAG TGG TAG TGT CCC CGT 
61 Pro-Ala-Arg-Ph6-Ser-Gly-Ser-Leu-rie-Gly-Asp-Lys-Ala-Ala-Leu-Thr-Ile-Thr-Gly~Ala 80 



241 CAG ACT GAG GAT GAG GCA ATA TAT TTC TGT GCT CTA TGG TAG AGC AAC CAT TTG GTG TTC 300 
GTC TGk CTC CTA CTC CGT TAT ATA AAG ACA CGA GAT ACC ATG TCG TTG GTA AAC CAC AAG 
81 Gln-Thr-Glu-Asp-Glu-Ala-Ile-Tyr-Phe-Cys-Ala-Leu-Trp-Tyr-Ser-Asn-His-Leu-Val-Phe 200 



301 GGT GGA GGA ACC AAA CTG ACT GTC CTA GGC TCC GGA GGA GGC GGT TCA GGC GGA GGT GGC 360 

CCA CCT CCT TGG TTT GAC TGA CAG GAT CCG AGG CCT CCT CCG CCA AGT CCG CCT CCA CCG 
J 01 GIy-Giy-Giy-Thr-Lys-Leu-Thr-Val-Leu-Gly-Ser-e$^@Sr^^^ ^20 



361 TCT GGC GGT GGC GGA TCC GAA GTG AAG CTG GTG GAG TCC GGG GGA GGC TTA GTG AAG CCT 420 

AGA CCG CCA CCG CCT AGG CTT CAC TTC GAC CAC CTC AGG CCC CCT CCG AAT CAC TTC GGA 
121 Sejff Gl^sSi^^li'^eiyVSe -140 

MM— » 

421 GGA GGG TCC CTG AAA CTC TCC TGT GCA GCC TCT GGA TTC ACT TTC AGT TCC TAT GCC ATG 480 

CCT CCC AGG GAC TTT GAG AGG ACA CGT CGG AGA CCT AAG TGA AAG TCA AGG ATA CGG TAG 
141 Gly-Gly-Ser-Leu"Lys-Leu-Ser-Cys-Ala-Ala-Ser-Gly-Phe-Thr-Phe-Ser-Ser-Tyr-Ala-Met 1 60 



481 TCT TGG GTT CGC CAG ACT CCA GAG AAG AGG CTG GAG TGG GTC GCA TCC TTT AGT AAT GGT 540 

AGA ACC CAA GCG GTC TGA GGT CTC TTC TCC GAC CTC ACC CAG CGT AGG AAA TCA TTA CCA 
161 Ser-Trp-Val-Arg-Gln-Thr-Pro-Glu-Lys-Arg-Leu-Glu-Trp-Val-Ala-Ser-Phe-Ser-Asn-Gly 180 



541 GGT ATC ACC TAC TAT CCA GAC AGT GTG AAG GGC CGA TTC ACC ATC TCC AGA GAT AAT GCC 600 

CCA TAG TGG ATG ATA GGT CTG TCA CAC TTC CCG GCT AAG TGG TAG AGG TCT CTA TTA CGG 
181 Gly-Ile-Thr-Tyr-Tyr-Pro-Asp-Ser-Val-Xys-Gly-Arg-Phe-Thr-Ile-Ser-Arg-Asp-Asn-Ala 200 



601 AGG AAC ATC CTG TAC CTG CAA ATG ACC AGT CTG AGG TCT GAG GAC ACG GCC ATT TAT TAC 660 

TCC TTG TAG GAC ATG GAC GTT TAC TGG TCA GAC TCC AGA CTC CTG TGC CGG TAA ATA ATG 
201 Arg-Asn-Ile-Leu-Tyr-Leu-Gln-Met-Thr-Ser-Leu-Arg-Ser-Glu-Asp-Thr-Ala-Ile-Tyr-Tyr 220 



661 TGT GCA AGA GGC TAT GGT CCT GCT TAC TGG GGC CAA GGG ACT CTG GTC ACT GTC TCT GCA 720 

ACA CGT TCT CCG ATA CCA GGA CGA ATG ACC CCG GTT CCC TGA GAC CAG TGA CAG AGA CGT 
221 Cys-AlB-Arg-Gly-Tyr-Gly-Pro-Ala^Tyr-Trp-Gly-Gln-Gly-Thr-Leu-Val-Thr-Val-Ser-Ala 240 
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1 GAT GTA CAG CTT CAG GAG TCA GGA CCT GGC CTC GTG AAA CCT TCT CAG TCT CTG TCT CTC 
ctI St GTC GAA GTC CTC AGT CCT GGA CCG gag CAC TTT GGA AGA GTC AGA GAC AGA GAG 
1 SD-Vaf-Gln-Leu-Gln-Glu-Ser-Gly-Pro-Gly-Leu-Val-Lys-Pro-Ser-Gln-Ser-Leu-Ser-Leu 



60 
20 

120 



61 ACC TGT TCT GTC ACT GGC TAC TCC ATC ACC AGT GGC TTT TAG T6G AAC TGG ATT CGG CAG 
TGG Icl AGA CAG TGA CCG ATG AGG TAG TGG TCA CCG AAA ATG ACC TTG ACC TAA 6CC GTC 
21 ?Sr-Cy6-sir-Val-Thr-Gly-Tyr-Ser-Ile-Thr-Ser-Gly-Phe-Tyr-Trp-Asn-Trp-He-Arg-Gln 40 

121 TTT CCA GGA AAC AAA CTG GAA TGG ATG GGC TAC ATA AGC TAC GAC GGT TAC AAT AM TM 180 
AAA GGT CCT TTG TTT GAC CTT ACC TAC CCG ATG TAT TCG ATG CTG CCA ATG TTA TTA ATG 
41 ^4x£-Gly-Asn-Lys-Leu-Glu-Trp-Met-Gly-Tyr-Ile-Ser-Tyr-Asp-Gly-Tyr-Aan-Asn-Tyr 60 

I 

181 AAC Cck TTT CTC AAA AAT CGA GTG TCC ATC ACT GGT GAC ACA TCT GAG AAC CAG TTT TTC 240 
GGT AAA GAG TTT TTA GCT CAC AGG TAG TGA GCA CTG TGT AGA CTC TTG GTC AAA AAG 

241 CTG AAG TTG CAT TCT GTG ACT ACT GAG GAC ACA GCT ACA TAT TAC TGT GTA AGT TAC GGT 300 
GAC TtE AAC GTA AGA CAC TGA TGA CTC CTG TGT CGA TGT ATA ATG ACA CAT TCA ATG CCA 

•501 AGT CGG AGG GGA GTT ACC TAC TGG GGC CAA GGT ACC ACT CTC ACA GTC TCC TCC GGA GGA 360 

^""^ til GCC TCC C?T C^ TGG ATG ACC CCG GTT CCA TGG TGA GAG TGT CAG AGG AGG ^^T 

101 ser-Arfe-Arg-Gly-Val-Thr-Tyr-Trp-Gly-Gln-Gly-Thr-Thr-Leu-Thr-Val-Ser-Ser-^^^^ 120 

1C1 rrr rrV rrA GGC GGA GGT GGC TCT GGC GGT GGC GGA TCC CAG GCT GTT GTG ACT CAG GAA 420 



121 



inker 



421 TCT GCk CTC ACC ACA TCA CCT GGT GAA ACA GTC ACA CTC ACT TGT CGC TCA AGT ACT GGG 480 

GAG TGG TGT AGT GGA CCA CTT TGT CAG TGT GAG TGA ACA GCG AGT TCA TGA CCC 
1 4 1 Ser-Ala-Leu-Thr-Thr-Ser- Pro-Gly-Glu-Thr- VaX-Thr-Leu-Thr-Cys-Arg-Ser-Ser-Thr-Gly J €0 

481 GCT GTT ACA ACT AGT AAC TAT GCC AAC TGG GTC CAA GAA AAA CCA GAT CAT TTA TTC ACT 540 

elk in TGT TGA TCA TTG ATA CGG TTG ACC CAG GTT CTT TTT GGT CTA GTA AAT AAG TGA 
1 61 Jaa-Va?-Thr-Thr-Ser-Asn-Tyr-Ala-Asn-Trp-Val-Gln-Glu-Lys-Pr^ ^ ^0 

«^4l rrT CTA ATA GGT AAT ACC AAC AAC CGA GCT CCA GGT GTT CCT GCC AGA TTC TCT GGC TCC 600 
CCA Ga5 TAT CCA TTA TGG TTG TTG GCT CGA GGT CCA CAA GGA CGG TCT AAG AGA CCG AGG 

i 

601 CTG ATT GGA GAC AAG GCT GCC CTC ACC ATC ACA GGG GCA CAG ACT GAG GAT GAG GCG ATA 660 

gIc ?^ CCT CTG TTC CGA CGG GAG TGG TAG TGT CCC CGT GTC TGA CTC CTA CTC CGC TAT 
201 Leu-Il£-Gly-Asp-Lys-Ala-Ala-Leu-Thr-Ile-Thr-Gly-Ala-Gln-Thr-Glu-Asp-Glu-A^ 220 

fifil TAT TTC TGT GCT CTT TGG TAC AAC ACC CAT TTG GTG TTC GGT GGA GGA ACC AGA CTG ACT 720 
Ita AA^ ACA CGA GAA ACC ATG TTG TGG GTA AAC CAC AAG CCA CCT CCT TGG TCT GAC TGA 

721 GTC CTA GGC 729 

CAG GAT CCG 
241 Val-LeU-Gly 243 
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1 CAG GCt GTT GTG ACT CAG GAA TCT GCA CTC ACC ACA TCA CCT GGT GAA ACA GTC ACA CTC 60 

GTC CGk CAA CAC TGA GTC CTT AGA CGT GAG TGG TGT AGT GGA CCA CTT TGT CAG TGT GAG 
J G3ji-Alk-Val-Vai-Thr--Glr>-Glu-Ser-Ala-Leu-Thr-Thr-Ser-Pro-Gly-Glu-Thr-Val-Thr--Leu 20 



61 ACT TGT CGC TCA AGT ACT GGG GCT GTT ACA ACT AGT PJKC TAT GCC AAC TGG GTC CAA GAA X20 

TGA ACA GCG AGT TCA TGA CCC CGA CAA TGT TGA TCA TTG ATA CGG TTG ACC CAG GTT CTT 
21 Thr-Cyt-Arg-Ser-Ser-Thr-Gly-Ala-Val-Thr-Thr-Ser-Asn-Tyr-Ala-Asn-Trp-Val-Gln-Glu 40 



121 AAA CCA GAT CAT TTA TTC ACT GGT CTA ATA GGT AAT ACC AAC AAC CGA GCT CCA GGT GTT 180 
TTT GGT CTA GTA AAT AAG TGA CCA GAT TAT CCA TTA TGG TTG TTG GCT CGA GGT CCA CAA 
41 i,ys-Prp-Asp-His-Leu-Phe-Thr-Gly-Leu-Ila-Gly-Asn-Thr-Aan-Asn-Arg-Ala-Pro-Gly-Val 



181 CCT GCC AGA TTC TCT GGC TCC CTG ATT GGA GAC AAG GCT GCC CTC ACC ATC ACA GGG GCA 
GGA CGG TCT AAG AGA CCG AGG GAC TAA CCT CTG TTC CGA CGG GAG TGG TAG TGT CCC CGT 
61 Pro-Ala-Arg-Phe-Ser-Gly-Ser-Leu-Ile-Gly-Asp~Lys-Ala-Ala-Leu-Thr~Ile-Thr-Gly-Ala 

241 CAG ACT GAG GAT GAG GCG ATA TAT TTC TGT GCT CTT TGG TAC AAC ACC CAT TTG GTG TTC 
GTC TGA CTC CTA CTC CGC TAT ATA AAG ACA CGA GAA ACC ATG TTG TGG GTA AAC CAC AAG 
81 Gln-Thr-Glu-Asp-Glu-Ala-Ile-Tyr-Phe-Cys-Ala-Leu-Trp-Tyr-Asn-Thr-His-Leu-Val-Phe 



60 



240 
80 

300 
100 



301 GGT GGA GGA ACC AGA CTG ACT GTC CTA GGC TCC GGA GGA GGC GGT TCA GGC GGA GGT GGC 360 

CCA CCy CCT TGG TCT GAC TGA CAG GAT CCG AGG CCT CCT CCG CCA JVGT CCG^CCT CCA C^ 
1 01 Gly-Gly-Gly-Thr-Arg-Leu-Thr-Val-Leu-Gly-'Ser-G3?^Sigi-^^^^M^^]^^ 

361 TCT GGC GGT GGC GGA TCC GAT GTA CAG CTT CAG GAG TCA GGA CCT GGC CTC GTG AAA CCT 420 
AGA CCG CCA CCG CCT AGG CTA CAT GTC GAA GTC CTC AGT CCT GGA CCG GAG CAC TTT GGA 

121 feSSe?^5S0a;y4oi^^ 

421 TCT CAC TCT CTG TCT CTC ACC TGT TCT GTC ACT GGC TAC TCC ATC ACC AGT GGC TTT TAC 480 

AGA GTC AGA GAC AGA GAG TGG ACA AGA CAG TGA CCG ATG AGG TAG TGG TCA CCG AAA ATG 
141 Ser-Gln-Ser-Leu-Ser-Leu-Thr-Cys-Ser-Val-Thr-Gly-Tyr-Ser-Ile-Thr-Ser-Gly-Phe-Tyr 160 



4 Si TGG AAC TGG ATT CGG CAG TTT CCA GGA AAC AAA CTG GAA TGG ATG GGC TAC ATA AGC TAC 540 

ACC TTG ACC TAA GCC GTC AAA GGT CCT TTG TTT GAC CTT ACC TAC CCG ATG TAT TCG ATG 
161 Trp-Ash-Trp-Ile-Arg-Gln-Phe-Pro-Gly-Asn-Lys-Leu-Glu-Trp-Met-Gly-Tyr-lXs-Ser-Tyr 



180 



541 GAC GGlr TAC AAT AAT TAC AAC CCA TTT CTC AAA AAT CGA GTG TCC ATC ACT CGT GAC ACA 600 

CTG CCA ATG TTA TTA ATG TTG GGT AAA GAG TTT TTA GCT CAC AGG TAG TGA GCA CTG TGT 
181 Asp-Giy-Tyr-Asn-Asn-Tyr-Asn-Pro-Phe-Leu-Lys-Asn-Arg-Val-Ser-Ile-Thr-Arg-Asp-Thr 



200 



601 TCT G/43 AAC CAG TTT TTC CTG AAG TTG CAT TCT GTG ACT ACT GAG GAC ACA GCT ACA TAT 660 

AGA CTC TTG GTC AAA AAG GAC TTC AAC GTA AGA CAC TGA TGA CTC CTG TGT CGA TGT ATA 
201 Ser-Glu-Asn-Gln-Phe-Phe-Leu-Lys-Leu-His-Ser-Val-Thr-Thr-Glu-Asp-Thr-Ala-Thr-Tyr 220 

661 TAC TGT GTA AGT TAC GGT AGT CGG AGG GGA GTT ACC TAC TGG GGC CAA GGC ACC ACT CTC "720 

ATG ACA CAT TCA ATG CCA TCA GCC TCC CCT CAA TGG ATG ACC CCG GTT CCG TGG TGA GAG 
221 Tyr-Cyp-Val-Ser-Tyr-Gly-Ser-Arg-Arg-Gly-Val-Thr-Tyr-Trp-Gly-Gln-Gly-Thr-Thr-Leu 240 

721 ACA GTC TCC TCA 732 

TGT CAG AGG AGT 
241 Thr-Val-Ser-Ser 244 
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